Match length 

% identity 

NCBI Description 



127 
80 

D I H Y DRO FL AVONOL - 4 - RE DUCT AS E (DFR) (DIHYDROKAEMPFEROL 
4 -REDUCTASE) >gi_499018_emb_CAA53578_ (X75964) 
dihydroflavonol reductase [Vitis vinifera] 



Seq, No. 


213941 


Seq. ID 


LIB3146-033-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4455129 


BLAST score 


279 


E value 


8.0e-25 


Match length 


83 


% identity 


57 


NCBI Descriptxon 


(AF127761) ribonucleoprotein ZRNP1 [Homo sapiens] 


Seq. No. 


213942 


Seq. ID 


LIB314 6-033-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


196 


E value 


4.0e-15 


Match length 


49 


% identity 


71 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 


Seq. No. 


213943 


Seq. ID 


LIB3146-033-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3510339 


BLAST score 


46 


E value 


7.0e-17 


Match length 


183 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



K3K7, complete sequence [Arabidopsis thaliana] 
213944 

LIB3146-033-Q1-K1-F12 

BLASTX 

gll72873 

423 

6.0e-44 

114 - - 

76 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

213945 

LIB3146-033-Q1-K1-F2 

BLASTX 

g2493045 

351 

3.0e-33 
86 



29796 



% identity, 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

ATP SYNTHASE DELTA T CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

213946 

LIB314 6-033-Q1-K1-F3 

BLASTX 

g3335337 

375 

4.0e-36 

114 

67 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH -ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712, gb_Z30713, gb_Z26204, gb_N37975 and gb_N96330 
come from this gene 

213947 

LIB3146-033-Q1-K1-F4 

BLASTX 

g2267567 

394 

2.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

213948 

LIB3146-033-Q1-K1-F6 

BLASTX 

gl684851 

232 

2.0e-19 

81 

57 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
213949 

LIB3146-033-Q1-K1-F7 

BLASTX 

g2462746 

472 

2.0e-47 

121 

75 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213950 

LIB3146-033-Q1-K1-F8 

BLASTN 

g3985949 

35 



29797 



E value 


3.0e-10 . 


Match length 


43 


% *i Hpnt it v 


95 


NPRT np^rri nt i nn 


A Tabi fiords i thai J ana crpnoTnic DNA. chroinosoiTip 3. PI clone 




MOB24- coinnlete seauencs fArabidoosis thalianal 


Sea No 


213951 


Seq. ID 


LIB3146-033-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


470 


F. v3 1 ne 


2 Oe-58 


Matph 1 enrrth 


115 


S: 1 Hon i - 1 1~ \7 
O xUCil l_ JL L. y 


95 


NPRT Dpsrr i nt i on 


(AF043284^ pxnansin rGossvoiuiri hirsutunil 




213952 


Seq. ID 


LIB314 6-033-Q1-K1-G2 


Method 


BLASTX 

xjxxnw «i> 


NCBI GI 


g4510426 


BLAST score 


304 


F. va lnp 


9 Oe-28 


lid 1— Oil XCli^Uli 


125 


§c T Hon! - "i "f" \7 




NIPRT Hp^rri "Pit""! on 


fAPODfiQ^Q^ hvnnfhpt" \ r*a 1 nmf pin FArahi dnn^i fhal i anal 




91 3QS3 


Sea ID 


LIB3146-033-O1-K1-G3 


Method 


BLASTX 




a2501182 


BLAST score 


210 


E value 


6.0e-17 


Match length 


43 


?; i nf^nt* "i t v 


86 


NPRT npcsrrint'i nn 


O^MOTTN-T.TKF, PROTFTN PRFPTTR^OR >ai 2129934 nir JPS237 








osinotin— like orotein FLvcoDersicon escul^Titum.1 


JCL[« IN KJ • 


21 3QS4 


Sea ID 


LIB3146-033-O1-K1-G4 


Method 


BLASTX 


NCBI GI 


g729974 


BLAST score 


302 


E value 


1.0e-27 


Match length 


128 


% identity 


53 



NCBI Description 



FLORAL HOMEOTIC PROTEIN PMADS1 (GREEN PETAL HOMEOTIC 

PROTEIN) >gi_322773_pir S31693 transcription factor gp - 

garden petunia >gi_22665_emb_CAA49567_ (X69946) GP (green 
petal) [Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213955 

LIB3146-033-Q1-K1-H10 

BLASTX 

gl076427 

296 

4.0e-27 



29798 



Match length 

% identity 

NCBI Description 



79 
68 

ubiquitin — protein ligase (EC 6.3.2.19) 
thaliana 



Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213956 

LIB3146-033-Q1-K1-H11 

BLASTX 

g2832675 

245 

3.0e-21 

54 

76 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
213957 

LIB3146-033-Q1-K1-H6 

BLASTX 

gl703200 

574 

2.0e-59 

129 

84 

PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130__dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi__4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

213958 

LIB3146-033-Q1-K1-H9 

BLASTX 

g3024020 

336 

3.0e-34 

78 

96 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

213959 

LIB3146-034-Q1-K1-A12 

BLASTX 

g3461820 

206 

1.0e-16 

52 
65 

(AC004138) unknown protein [Arabidopsis thaliana] 
213960 

LIB3146-034-Q1-K1-A3 

BLASTX 

g2827558 

270 

9.0e-24 



29799 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



107 
50 

(AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 

213961 

LIB3146-034-Q1-K1-A4 

BLASTX 

gl!73256 

216 

5.0e-18 

46 

91 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

213962 

LIB3146-034-Q1-K1-A6 

BLASTX 

g401322 

366 

2.0e-35 

72 
100 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

213963 

LIB3146-034-Q1-K1-A7 

BLASTX 

g401322 

320 

1.0e-38 

103 

81 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

213964 

LIB3146-034-Q1-K1-A8 

BLASTX 

g3021485 

443 

3.0e-44 

91 

99 

(AJ224932) histone H2B-3 [Lycopersicon esculentum] 
213965 

LIB3146-034-Q1-K1-B10 

BLASTX 

g2493321 

136 



29800 



E value 


1.0e-Q8 


Match length 


35 


% identity 


80 


NCBI Description 


L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 




>gi 2129952 pir S66353 L-ascorbate oxidase (EC 1.10.3.3 




precursor - common tobacco >gi 599594 dbj BAA07734 




(D43624) ascorbate oxidase precursor [Nicotiana tabacuiu] 


Seq. No. 


213966 


Seq. ID 


LIB3146-034-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3080428 


BLAST score 


252 


E value 


1.0e-21 


Match length 


72 


% identity 


56 


NCBI Description 


( AL 022604 ) putative protein [Arabidopsis thaliana] 


Seq. No. 


213967 


Seq. ID 


LIB3146-034-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


390 


E value 


8.0e-38 


Match length 


83 


% identity 


90 


NCBI Descrintion 


\ ilV/ U V J U ^ ^ ) ^UUCIL>± VC -1 LJJU O k_/lLLCl -L piULClll J-J J- \J |_xl-L QIJXLIU^ O -X, O 








r "i bosoms 1 nrol" pin TMOA T ATflhi Hnri9 "hbislnan^] 


Sea No 


213968 


Seq. ID 


LIB314 6-034 -Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4103963 


BLAST score 


257 


E value 


2 0e-22 


Match length 


51 


% identitv 


100 


NCBI Descrintion 




Serr No 


213969 


Seq. ID 


LIB3146-034-O1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl771162 


BLAST score 


351 


E value 


3.0e-33 


Match length 


114 


% identity 


60 


NCBI Description 


(X98 9301 SBT2 fLvconersicon esculentuml 




>rn ?fift7^07 pmh rAAf)70nn fA.TnOfi^Q} Qnht- i 1 i <? -i n-1 i k*a 

"^y -x. JUO / JU / dLLU K^rXtWJ 1 UuU ^ jrt.<J UU U J / _? y O U.U LlllO _LI1 _L -L 




Droteass [Lvrooprsiron ^sptil^ntiiTnl 

yx ^ xj ^"w'^/^x. o j, v^^ii \^ \-< t-i -U ^ 11 L lxlli j 


Seq. No. 


213970 


Seq. ID 


LIB3146-034-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


161 



29801 



E value 
Match length 
% identity 
NCBI Description 



3.0e-ll 

31 

100 

(AC000104) Strong similarity to 60S ribosomal protein L17 
(gb_X01694) . EST gb_AA042332 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


213971 


Seq. ID 


LIB3146-034-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


a2326340 


BLAST score 


38 


E value 


6.0e-12 


Match length 


134 


% identity 


82 


NCBI Description 


A. thaliana RH1, TCI, G14587-5, G14587-6, and PRL1 genes 


Seq. No. 


213972 


Sea ID 


LTR31 46-034-01 -K1 -CI 0 


Mci-h Vl oH 


xjxjjtLO J. 2\ 


MPRT (IT 






o o 


J_j val uc 


7 fio— 9fi 
/ • ue Z 0 




Qfl 




•J o 


NCBI Descrint inn 


ViTTTml"" Vi <sf" i pa 1 1 0 OPT ri yr^i~ qt n — 7i nm* 3 al orrariQ 
jf r Liuax x \j • \j ja. piuLciii zjxj.Ii xx ct cicy ctiio 




>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 




>gi_641903 (U19266) putative nonspecific lipid transfer, 




auxin lauucea gene [zinnia eiegansj 


OC^« Vt\J . 


91 "3 0)1 


Serr TO 


illDJIIU UJ1 Si-*- -CvX 




XJXxrVO 1 A 




yzzfi ft ojj 




«J _7 *J 


E value 


2 Oe-38 


Match length 


122 


% identity 


59 


NCBI Description 


(Z97337) protein kinase homolog [Arabidopsis thaliana] 




91 ^Q74 


Qprr Tn 
OCL[. X U 


T TR^1 fi"34 — 0.1 —1^1 —PA 
iilDJ X ft O UO*± y 1 i\x 


Method 


BLASTX 






■RT ACT 1 annra 

Dxjfio i score 


ODD 


E value 


5.0e-34 


Match length 


102 


% identity 


62 


NCBI Description 


(AB015139) chlorophyll a oxygenase [Chlamydomonas 




reinhardtii] 


Seq. No. 


213975 


Seq. ID 


LIB3146-034-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4512432 


BLAST score 


276 


E value 


2.0e-24 



29802 



Match length 


110 


% identity 


53 


NCBI Description 


(AB017508) rplQ homologue (identity of 84% to B. subt 




[Bacillus halodurans] 


Seq. No. 


213976 


Seq. ID 


LIB3146-034-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3273764 


BLAST score 


174 


E value 


8.0e-16 


Match length 


80 


% identity 


64 


NCBI Description 


(AF061870) Dc3 promoter-binding factor-3 [Helianthus 




annuus] 


Seq, No. 


213977 


Seq. ID 


LIB3146-034-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


383 


E value 


3.0e-37 


Match length 


94 


% i dent" it v 


62 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Qprr No 


213978 


Seq. ID 


LIB314 6-034 -Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


236 


E value 


6.0e-32 


M3i~ph 1 encr1~h 


113 


% Idpntitv 


56 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


213979 


Seq. ID 


LIB3146-034-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl213629 


BLAST score 


552 


E value 


8 . 0e-57 


Match lencrth 


130 


identitv 


78 


NCBI Description 


(X95991) pectinesterase [Prunus persica] 


Sea No 


213980 


Seq. ID 


LIB3146-034-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


a488738 




*± o 


E value 


7.0e-19 


Match length 


56 


% identity 


96 


NCBI Description 


G.hirsutum (DPL 62) mRNA for ribosomal protein small 




subunit 4e 



29803 




Seq. No* 


213981 


Seq. ID 


LIB3146-034-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


41 


E value 


9. Oe-14 


Match length 


65 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosoine 5/ TAG cl 




K2A18, complete sequence [Arabidopsis thaliana] 


Sea No 


213982 


Seq. ID 


LIB3146-034-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


451 


E value 


4.0e-45 


Match length 


111 


% identitv 


80 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Sea No 


213983 


Seq. ID 


LIB3146-034-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2695711 


BLAST score 


246 


E value 

J—J V CL -L. L<X *w 


5. Oe-21 


Match 1 pnath 


52 




81 


NCBI Description 


(AJ001370) cytochome b5 [Olea europaea] 


Qprf No 


213984 


Seq. ID 


LIB314 6-034 -Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3288721 


BLAST score 


272 


E value 


1.0e-24 


Match length 


70 


?t "i ripnt" "i t* v 


60 


NCBI Description 


(AB015872) chalcone synthase [Vitis vinifera] 


Sea No 


213985 


Seq. ID 


LIB3146-034-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


31 


% identitv 


100 


NCBI Description 


(AC000104) Strong similarity to 60S ribosomal protBin 




(ah yfJlfiQ4\ F9T rrl~i AAD4^^^? pothpq -from ■hhis ae^ne* 




[Arabidopsis thaliana] 


Seq. No. 


213986 


Seq. ID 


LIB3146-034-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2252841 



29804 



CI 



BLAST score 


216 


E value 


5.0e-18 


Match length 


69 


% identity 


58 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana 


Seq. No. 


213987 


Seq. ID 


LIB3146-034-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


276 


E value 


4.0e-25 


Match length 


72 


% identity 


61 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


213988 


Seq. ID 


LIB3146-034-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g401322 


BLAST score 


589 


.E value 


3.0e-61 


Match length 


114 


% identity 


99 


NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 




SUBUNIT) >ai 167313 fL03186) vsrnnlar H+-ATPaqp ratal vfip 




subunit rGossvoitini hi Tsutinnl 


Seer. No. 


213989 


Seq. ID 


LIB3146-034-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2981131 


BLAST score 


495 


E value 


4.0e-50 


Match length 


124 


% identity 


80 


NCBI DescriDtion 


(AF052570) AGAMOUS homoloa rPnrnilnq ha 1 qanu f pta qnhqn 




trichocarpa] 


Seq. No. 


213990 


Seq. ID 


LIB314 6-034-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


424 


E value 


8.0e-42 


Match length 


112 


% identity 


71 


NCBI Description 


{AL035356} DiifaH vp nrrifpi n r ATahH Hnr>c;"i «! thai i ana 1 


Sea. No. 


213991 


Seq. ID 


LIB314 6-034-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


214 


E value 


3.0e-17 


Match length 


116 


% identity 


41 



29805 



NCBI Description 



(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213992 

LIB314 6-034-Q1-K1-G8 

BLASTX 

g3759184 

625 

2.0e-65 

127 
87 

(AB018441) phi-1 [Nicotiana tabacum] 
213993 

LIB3146-034-Q1-K1-H1 

BLASTX 

gl944319 

416 

6.0e-41 

125 
65 

(D31700) cysteine proteinase inhibitor [Glycine max] 
>gi_1944342_dbj_BAA19610_ (D64115) cysteine proteinase 
inhibitor [Glycine max] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI " GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213994 

LIB3146-034-Q1-K1-H2 

BLASTX 

gl076560 

385 

2.0e-37 

113 

68 

cysteine proteinase inhibitor 



castor bean 



213995 

LIB3146-034-Q1-K1-H4 

BLASTX 

g4539390 

648 

4.0e-68 

135 

90 

(AL035526) shaggy-like protein kinase etha (EC 2.7.1.-) 
[Arabidopsis thaliana] 

213996 

LIB3146-034-Q1-K1-H5 

BLASTX 

g2499932 

305 

2.0e-28 

70 

83 

ADENINE PHOSPHORI BOS YLTRANSFE RASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 



29806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213997 

LIB314 6-034-Q1-K1-H6 

BLASTX 

g3759184 

598 

3.0e-62 

127 

84 

(AB018441) phi-1- [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213998 

LIB3146-034-Q1-K1-H7 

BLASTX 

gl702983 

210 

3.0e-17 

53 

70 

AUXIN-REPRESSED 12.5 
hypothetical protein - 
>gi_2 257 3_emb_CAA3 667 6 
x ananassa] >gi_927034 
[Fragaria ananassa] 



KD PROTEIN >gi_99855_pir S11850 

garden strawberry 

(X52429) 12.5 kDa protein [Fragaria 
(L44142) auxin-repressed protein 



213999 

LIB314 6-034-Q1-K1-H8 

BLASTX 

g2462758 

355 

9.0e-34 

120 

62 

(AC002292) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214000 

LIB3146-035-P1-K1-B2 

BLASTX 

g421941 

444 

2.0e-44 

101 

84 

GTP-binding protein, ras-related 
>gi_296878_emb_CAA50609__ (X71609) 
protein [Nicotiana tabacum] 



- common tobacco 
ras-related GTP-binding 



214001 

LIB3146-035-P1-K1-B8 

BLASTX 

g549750 

198 

2.0e-15 

73 

52 

HYPOTHETICAL 29.4 KD PROTEIN IN STE6-LOS1 INTERGENIC 
>gi_539221_pir S38045 hypothetical protein YKL207w - 



REGION 
yeast 



29807 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Saccharomyces cerevisiae) >gi_48 6369_emb_CAA82052_ 
(Z28207) ORF YKL207w [Saccharomyces cerevisiae] 

214002 

LIB3146-035-P1-K1-C6 

BLASTX 

g4263791 

189 

3.0e-14 

38 

97 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214003 

LIB3146-035-P1-K1-F1 

BLASTX 

g3643604 

132 

4.0e-10 

57 
58 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214004 

LIB3146-035-P1-K1-F8 

BLASTX 

g2979544 

173 

2.0e-12 

66 
50 

(AC003680) putative cytochrome P- 



■450 [Arabidopsis thaliana] 



214005 

LIB3146-035-P1-K1-G5 

BLASTX 

g3176965 

417 

5.0e-41 

120 

72 

(AF067967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallinum] 

214006 

LIB3146-035-P1-K1-H7 

BLASTX 

g2388582 

254 

7.0e-24 

81 

68 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb U7 6557) . [Arabidopsis thaliana] 



29808 






Seq. No. 


214007 




Seq. ID 


LIB3146-036-P1-K1-A4 




Method 


BLASTX 




JSTCBI GI 


g3249070 




BLAST score 


188 




E value 


2.0e-14 




Match length 


79 




% identity 


59 




NCBI Description 


(AC004473) Contains similarity to siah binding protein 1 






(SiahBPl) gfo U51586 from Homo sapiens. ESTs gb T43314, 






gb T43315 and gb R90521, gb T75905 [Arabidopsis thaliana] 
— 




Seq. No. 


214008 




Seq. ID 


LIB3146-036-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g2369766 




BLAST score 


381 




E value 


8.0e-37 




Match length 


132 




% identity 


60 




NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


01 


Seq. No. 


214009 


03 


Seq. ID 


LIB3146-036-P1-K1-C3 




Method 


BLASTN 




NCBI GI 


g2696018 




BLAST score 


32 


fn 


E value 


1.0e-08 




Match length 


56 




% identity 


89 


Li,. 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 


™ r 




MXC9, complete sequence [Arabidopsis thaliana] 




Seq. No. 


214010 


Q 


Seq. ID 


LIB3146-036-P1-K1-D1 




Method 


BLASTX 


fl 


NCBI GI 


g2811025 




BLAST score 


378 




E value 


1.0e-36 




Match length 


97 




% identity 


69 




NCBI Description 


ASPARTIC PROTEINASE PRECURSOR >gi 1944181 dbj BAA19607_ 






(AB002 695) aspartic endopeptidase [Cucurbita pepo] 




Seer. No. 


214011 




Seq. ID 


LIB3146-036-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


a3023419 




BLAST score 


405 




E value 


1.0e-39 




Match length 


102 




% identity 


76 




NCBI Description 


CAFFEOYL-COA O-METHYLTRANSFERASE (TRANS-CAFFEOYL-COA 






3-O-METHYLTRANS FERASE ) ( CCOAMT ) ( CCOAOMT ) 






>gi_1934859_emb__CAA72911_ (Y12228) caffeoyl-CoA 






O-methyltransferase [Eucalyptus gunnii] 



29809 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214012 

LIB3146-036-P1-K1-D8 

BLASTX 

g3319278 

330 

8.0e-31 

101 

66 

(AF04 6122) caffeoyl-CoA 3-O-methyltransf erase; CCOMT; 
S-adenosyl-L-methionine: caf feoyl-CoA 3-O-methyltransf erase 
[Eucalyptus globulus] 



Seq. No. 


214013 


Seq. ID 


LIB3146-036-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3947985 


BLAST score 


154 


E value 


1 . Oe-15 


Match length 


60 


% identity 


78 


NCBI Description 


(U789481 MADS-box nrotein 


Seq. No. 


214014 


Seq. ID 


LIB3146-036-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


214015 


Seq. ID 


LIB3146-036-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g!175252 


BLAST score 


141 


E value 


1.0e-08 


Match length 


92 


% identity 


37 


NCBI Description 


HYPOTHETICAL PROTEIN HI04 



2 [Malus domestica] 



>gi_1074418_pir D64008 

hypothetical protein HI0488 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573468 (U32731) conserved 
hypothetical protein [Haemophilus influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214016 

LIB3146-036-P1-K1-F7 

BLASTX 

gl350944 

389 

1.0e-37 

80 

96 

4 OS RIBOSOMAL PROTEIN S17 



Seq. No. 
Seq. ID 



214017 

LIB3146-036-P1-K1-G1 



29810 



Method 


BLASTX 


NCBI GI 


g4538980 


BLAST score 


Q A Q 


E value 


5.0e-33 


Match length 


79 


% identity 


71 


NCBI Description 


(AL049487) putative protein [Arabidopsis thaliana] 


Seq* No. 


214018 


Seq. ID 


LIB3146-036-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4538979 


BLAST score 


1 *7 O 
I/O 


E value 


3.0e-13 


Match length 


61 


% identity 


51 


NCBI Description 


(AL04 9487) putative protein [Arabidopsis thaliana] 


Seq. No. 


214019 


Seq. ID 


LIB3146-036-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


568 


E value 


1.0e-58 


Match length 


132. 


% identity 


11 


NCBI Description 


(AC005966) Strong similarity to gi_3337350 F13P17.3 




putative permease from Arabidopsis thaliana BAC 




gb AC004481. [Arabidopsis thaliana] 


Seq. No. 


214020 


Seq. ID 


LIB3146-036-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3461815 


BLAST score 




E value 


6.0e-18 


Match length 


57 


% identity 


77 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


214021 


Seq. ID 


LIB3146-036-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!402947 


BLAST score 


iyy 


E value 


9.0e-16 


Match length 


77 


% identity 


39 


NCBI Description 


(X98404) calmodulin-2 [Capsicum annuum] 


Seq. No. 


214022 


Seq. ID 


LIB3146-036rF4^Kl-H3 ' 


Method 


BLASTX ' - - 


NCBI GI 


g4220524 


BLAST score 


285 


E value 


1.0e-25 


Match length 


91 



29811 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AL035356) putative protein [Arabidopsis thaliana] 
214023 

LIB314 6-036-P1-K1-H4 

BLASTX 

gl708971 

207 

2.0e-16 

74 
53 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R) -( + ) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi__1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 


214024 


Seq. ID 


LIB314 6-036-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


gl0621 


BLAST score 


38 


E value 


6.0e-12 


Match length 


137 


% identity 


24 


NCBI Description 


Trypanosoma cruzi hsp70 gene 


Seq. No. 


214025 


Seq. ID 


LIB314 6-036-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2443890 


BLAST score 


254 


E value 


7.0e-22 


Match length 


120 


% identity 


56 


NCBI Description 


(AC002294) similar to NAM (gp 



(gp AB002560 1944132) 



2205JL321924) and CUC2 
proteins [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. iD 
Method 
NCBI GI 
BLAST score 
E value 



214026 

LIB314 6-037-P1-K1-A1 

BLASTX 

g3540180 

368 

3.0e-35 

137 

44 

(AC004122) Unknown protein [Arabidopsis thaliana] 
214027 

LIB3146-037-P1-K1-A12 

BLASTX 

g4455223 

389 

8.0e-38 



29812 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



112 
25 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



214028 

LIB3146-037-P1-K1-A2 

BLASTN 

gl353769 

35 

2.0e-10 

71 

87 

Arabidopsis thaliana profilin 1 



mRNA, complete cds 



214029 

LIB3146-037-P1-K1-A3 

BLASTX 

gl076625 

325 

3.0e-30 

123 

49 

glucan endo-1, 3-beta-D-glucosidase (EC 3, 
- common tobacco >gi_473102_emb_CAA82271_ 
beta-1, 3-glucanase [Nicotiana tabacum] 



2.1.39) precursor 
(Z28697) 



214030 

LIB3146-037-P1-K1-A5 

BLASTX 

g3643607 

554 

5.0e-57 

137 

74 

(AC005395) unknown protein [Arabidopsis thaliana] 
214031 

LIB3146-037-P1-K1-A6 

BLASTX 

g!346802 

142 

5.0e-09 

74 

43 

PROFILIN 1 >gi_1076516_pir S49351 profilin - kidney bean 

>gi_556836_emb_CAA57508_ (X81982) profilin [Phaseolus 
vulgaris] 

214032 

LIB3146-037-P1-K1-A7 

BLASTX 

gll68728 

239 

4.0e-20 

68 

87 



29813 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



C I NNAMYL -ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

214033 

LIB3146-037-P1-K1-A9 

BLASTX 

gl351271 

160 

4.0e~ll 

46 

72 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5-3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 


214034 


Seq. ID 


U1DJ14U _> / IT X XA. _L SDU 


Method 


BLASTX 


NPRT f?T 


nd d cn 






K va 1 hp 

J— 1 V axuc 


4 . 0e-37 


Match length 


123 


% identity 


67 


NCBI Description 


(AL035528) putative protein [Arabidopsis 


Seq. No. 


214035 


Seq. ID 


LIB3146-037-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3367522 


BLAST score 


336 


E value 


2.0e-31 


Match length 


133 


% identity 


49 


NCBI Description 


(AC004392) EST gb_T04691 comes from this 




thaliana] 


Seq. No. 


214036 


Seq. ID 


LIB314 6-037-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3551247 


BLAST score 


170 


E value 


3.0e-12 


Match length 


103 


% identity 


43 


NCBI Description 


(AB012703) 181 [Daucus carota] 



[Arabidopsis 



Seq. No. 214037 

Seq. ID LIB3146- 

Method BLASTX 

NCBI GI gl22106 

BLAST score 301 

E value 1.0e-27 

Match length 61 

% identity 100 
NCBI Description HI STONE 



037-P1-K1-C4 



H4 >gi_70771jpir HSZM4 histone H4 - maize 



29814 



>gi_81642j?ir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385__gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214038 

LIB3146-037-P1-K1-C5 

BLASTX 

g2191141 

595 

7.0e-62 

130 

87 

(AF007269) 
thaliana] 



A IG002N01.21 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214039 

LIB3146-037-P1-K1-D10 

BLASTX 

gll7188 

310 

2.0e-28 

127 

46 

CYTOCHROME P450 71A1 (CYPLXXIA1) (ARP-2) 

>gi 81423_pir A35867 cytochrome P450 71A1 - avocado 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214040 

LIB3146-037-P1-K1-D11 

BLASTX 

g3319921 

256 

4.0e-22 

96 

58 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214041 

LIB3146-037-P1-K1-D12 

BLASTX 

g3927838 

407 

7.0e-40 



29815 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

100 
79 

(AC005727) unknown protein [Arabidopsis thaliana] 
214042 

LIB3146-037-P1-K1-D5 

BLASTX 

g2146727 

195 

6.0e-15 

67 
82 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

214043 

LIB3146-037-P1-K1-D6 

BLASTX 

g4538944 

165 

2.0e-ll 

75 
44 

(AL049483) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214044 

LIB3146-037-P1-K1-D9 

BLASTX 

gl934730 

223 

2.0e-29 

98 

66 

(U95036) germin-like protein 



[Arabidopsis thaliana] 



214045 

LIB3146-037-P1-K1-E1 

BLASTX 

g629602 

364 

6.0e-35 

104 

68 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

214046 

LIB3146-037-P1-K1-E10 

BLASTX 

gl518540 

699 

5.0e-74 

147 

86 



29816 



NCBI Description 



(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 


214047 


Seq. ID 


LIB3146-037-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


a2570338 


BLAST score 


152 


F. 1 1 1 p 


6 . 0e-10 


Match length 


49 




•J -/ 




f^TQ^Q97^ rr 1 unva 1 a cq TT i q a r7 t. rm o T Zi r*a Vn n W ono f Vi a 1 i ana 1 
/ / yxyvJ-X.cAXci.oG ll XoUZ,yilLtr L"- 1 - dwlUOpblb T_Ila.xld.ri cL j 


Seq. No. 


214048 


Seq. ID 


LIB3146-037-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


al881585 


BLAST score 


264 


R 1 1 1 p 


5 0e-?3 


Match length 


90 




S8 




VU/^*foz?j icinurin LooxcinLLui LUDexOSiiitij 


O C5 ^ • Vt VJ • 


91 4Dd Q 

X *± V *i -7 


Seq. ID 


LIB3146-037-P1-K1-F10 


Method 


BLASTX 


KfPRT (IT 


rr9fi9fi9 67 


-DXirlD ± OOUIC 


741 
/ *± x 


E value 




Ma1~r , li 1 print - Vi 


148 

X 1 o 






LN^ijX IJtSOOX Xpi_XOIl 


\ix*tUft^j gerany±geranyx reaucnase [/iraDiaopsis tnaiiana 


Sea No 


214050 


Seq. ID 


LIB3146-037-P1-K1-F4 


Method 


BLASTX 


NCRT (IT 




xjxxrikj x oowxc 




T«! T7£5 1 IIP 

Hi V ctxuc 


J. VC ^ J 


Match length 


57 


& "1 Hpflf" "1 +" \7 
O X v_J.CLI I L L-_y 


_7 O 


l^Jv^-LJ X JJCDUI XpLXUU 


^ ZMrfi^ R fal \ Vi -1 Q-h r^Tl£- H"9"R1 rfnocTTni nm Vi -i -r* on-Hnm 1 

\nrUiJOD / J UloLUllc fl^DX [oossypi uiu nirsuLUiiij 


Sea. No 


214051 


Seq. ID 


LIB314 6-037 -PI -K1-F7 


Method 


BLASTX 


NCBI GI 


g3650032 


oiiriij l o^wxts 


91 R 

Z. X J 


Hi V ClX U.C 


9 flf_-1 7 


ixiaxcn. xeny Tin 


D D 


% identity 


56 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Seq. No. 


214052 


Seq. ID 


LIB314 6-037-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl263029 



29817 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



70 

4.0e-31 

74 

99 

Tetrameles nudiflora 18S ribosomal RNA gene, complete 
sequence 

214053 

LIB3146-037-P1-K1-G1 

BLASTX 

g3650032 

229 

5.0e-19 

49 

69 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

214054 

LIB314 6-037-P1-K1-G10 

BLASTX 

g974782 

752 

3.0e-80 

149 

97 

(Z49150) cob a 1 amine -independent methionine synthase 
[Solenostemon scutellarioides] 

214055 

LIB3146-037-P1-K1-G11 

BLASTX 

g629735 

226 

1.0e-18 

64 

67 

fill protein - garden snapdragon >gi_406309_emb_CAA40553_ 
(X57296) FIL1 [Antirrhinum majus] 

214056 

LIB314 6-037-P1-K1-G12 

BLASTX 

gll2717 

195 

5.0e-15 

62 
58 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 

214057 

LIB3146-037-P1-K1-G4 

BLASTX 

g3121867 
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BLAST score 


176 


E value 


6.0e-13 


Match length 


54 


% identity 


€3 


NCBI Description 


C0P1 REGULATORY PROTEIN >gi 1694 900 emb 




Copl protein [Pisum sativum] 


Seq. No. 


214058 


Seq. ID 


LIB3146-037-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4102634 


BLAST score 


198 


E value 


2.0e-15 


Match length 


32 


% identity 


94 


NCBI Description 


(AF014396) Snakin-1 [Solanum tuberosum] 


Seq. No. 


214059 


Seq. ID 


LIB3146-037-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll69012 


BLAST score 


580 


E value 


4.0e-60 


Match length 


128 


% identity 


87 


NCBI Description 


COP1 REGULATORY PROTEIN (FUSCA PROTRTN 




(L24437) regulatory protein [Arabidopsi 


Sea. No. 


214060 


Seq. ID 


LIB3146-037-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3024127 


BLAST score 


538 


E value 


3.0e-55 


Match length 


127 


% identity 


80 



(Y09579) 



.) >gi_402685 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (271272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214061 

LIB3146-037-P1-K1-H11 

BLASTX 

g417103 

665 

5.0e-70 

135 

99 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 488575 (U09464) histone H3.2 
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[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


214062 


Seq. ID 


LIB3146-037-P1-K1-H3 


Method 


BLASTX 


NCBT GT 




oimui o o w j_ c 


466 


W TT^a 1 1 1 Q 
Ej v a. JL U.C 




Match length 


127 




83 




^UUllJOj -L -LkJ\J £>\Jl\.\.Ci _L ^JIULClll JU [tiCCl li.Ld._yO J 


Sea No 


214063 

J. *i V \J -J 


« -L u 


T.TR^I 4fi-fn7-Pl -K1 -HR 

ItlDJlf O \J -J I IT -L I\._L n,J 


Method 


BLASTX 


NCBI GI 


g3702620 


DJJfliJ X DLUIC 




P 1 nft 






1 97 


o -i- iil>.i. l y 


86 


INVu-LjX UccLI ipLlUll 


fY1'7*^'?Cl\ ^al navi n f TD -1 o \ im oaf i tti iml 
I 11 / 3 J L>cL J_J.lt22LJ.il J_JrXoUItl oaLivuiuj 


»J C • LN w ■ 


214064 




T TR^I .16— 0^7 — PI -K1 -147 


Method 


BLASTX 


NCBI GI 


g3914435 


RT, ACT csrT\rc2> 




Hj v a. J- Lit? 


o • Uc o / 


Ma +■ i^i I ^t^/t"HV* 
riaLLil -Lfciliy LI1 


O J 


% identity 


87 


NCBI Description 


PROFILIN 1 >gi_3021375_emb_CAA11756_ (AJ223982) profil. 




[Glycine max] 


Seq. No. 


214065 


Seq. ID 


LIB314 6-037-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3402722 


BLAST score 


364 


E value 


8.0e-35 


Match length 


123 


% identity 


61 


NCBI Description 


(AC004261) CPDK-related protein [Arabidopsis thaliana] 


Seq. No. 


214066 


Seq. ID 


LIB3146-038-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g480450 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



253 

9.0e-22 

59 

85 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_4 02552_emb_CAA4 9506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



214067 

LIB3146-038-P1-K1-A12 

BLASTX 

g2462834 

237 

7.0e-20 

87 

54 

(AF000657) hypothetical protein 



[Arabidopsis thaliana] 



214068 

LIB3146-038-P1-K1-A2 

BLASTX 

gl698548 

268 

1.0e-25 

104 

64 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
214069 

LIB3146-038-P1-K1-A8 

BLASTX 

g2583108 

387 

1.0e-37 

107 

69 

(AC002387) putative surface protein [Arabidopsis thaliana] 



214070 

LIB3146-038 

BLASTX 

g2443751 

664 

6.0e-70 

141 

89 

(AF020303) 
(AC002535) 



■P1-K1-A9 



fumarase [Arabidopsis thaliana] >gi_2529676 
putative fumarase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214071 

LIB3146-038-P1-K1-B1 

BLASTX 

gll73218 

288 

6.0e-26 

90 

69 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



214072 

LIB3146-038-P1-K1-B2 

BLASTX 

g4008159 

655 

6.0e-69 

131 

92 

(AB015601) DnaJ homolog 



[Salix gilgiana] 



214073 

LIB314 6-038-P1-K1-B3 

BLASTX 

g4217999 

609 

2.0e-63 

138 

84 

(AC006135) putative ubiquitin — protein ligase 
(ubiqui tin-conjugating enzyme) [Arabidopsis thaliana] 



214074 

LIB314 6-038-P1-K1-B5 

BLASTN 

gl67116 

34 

1.0e-09 

86 
85 

B.napus plastid 60-kDa chaperonin- 
(cpn-60 beta) mRNA, partial cds 



60 beta-polypeptide 



Seq. No. 
Seq. ID 

Method 



214075 

LIB3146-038-P1-K1-B8 

BLASTX 

g547886 

380 

5.0e-44 

122 
75 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP- DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_542102_j>ir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_1084444_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 

(EC 1.1.1.40) - Flaveria pringlei >gi_459441_emb_CAA54 986_ 

(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 

214076 

LIB3146-038-P1-K1-B9 
BLASTX 



29822 



NCBI GI 


g3650032 


BLAST score 


181 


E value 


2 . Oe-13 


Match length 


60 


% identity 


55 


NCBI Description 


(AC005396) gibberellin-regulated pro" 




[Arabidopsis thaliana] 


Seq. No. 


214077 


Seq. ID 


LIB314 6-038-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2370232 


BLAST score 


484 


E value 


7.0e-49 


Match length 


123 


% identity 


74 


NCBI Description 


(AJ001341) putative acyl-CoA oxidase 


Seq. No. 


214078 


Seq. ID 


LIB3146-038-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3551247 . 


BLAST score 


404 


E value 


2.0e-39 


Match length 


142 


% identity 


58 


NCBI Description 


(AB012703) 181 [Daucus carota] 


Seq. No. 


214079 


Seq. ID 


LIB3146-038-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


517 


E value 


1.0e-52 


Match length 


128 


% identity 


78 


NCBI Description 


(AF016633) GH1 protein [Glycine max] 


Seq. No. 


214080 


Seq. ID 


LIB3146-038-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3522929 


BLAST score 


588 


E value 


3.0e-61 


Match length 


115 


% identity 


97 


NCBI Description 


(AC002535) putative dTDP-glucose 4-6- 



[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214081 

LIB3146-038-P1-K1-C3 

BLASTX 

g2598599 

284 

2.0e-25 
82 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(Y15372) MtN4 [Medicago truncatula] 
214082 

LIB314 6-038-P1-K1-C4 

BLASTX 

gl946364 

384 

4.0e-37 

125 

60 

(U93215) lipase isolog [Arabidopsis thaliana] 
214083 

LIB3146-038-P1-K1-C6 

BLASTX 

g3452263 

138 

8.0e-09 

63 

48 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 

214084 

LIB314 6-038-P1-K1-C7 

BLASTX 

g3249109 

176 

1.0e-26 

111 

60 

(AC003114) Contains similarity to pre-mRNA splicing factor 
(SF2), P33 subunit gb_M72709 from Homo sapiens. ESTs 
gb_T42588 and gb_R65514 come from this gene. [Arabidopsis 
thaliana] 

214085 

LIB314 6-038-P1-K1-C8 

BLASTX 

gl762914 

261 

9.0e-23 

65 

72 

(U65973) alcohol dehydrogenase A [Washingtonia robusta] 
214086 

LIB3146-038-P1-K1-D11 

BLASTX 

gl732509 

257 

2.0e-22 

70 

67 

(U62741) putative cytoskeletal protein [Arabidopsis 
thaliana] 
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Seq, No. 


214087 


Seq. ID 


LIB3146-038-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


450 


E value 


5.0e-45 


Match length 


107 


% identity 


79 


NCBI Description 


(U53418) UDP-glucose dehydrogenase 


Seq. No. 


214088 


Seq. ID 


LIB3146-038-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


393 


E value 


4.0e-38 


Match length 


110 


% identity 


67 


NCBI Description 


(Y09482) HMG1 [Arabidopsis thalian; 




>gi_2832361_emb_CAA74402 (Y14073) 




thaliana] 


Seq. No. 


214089 


Seq. ID 


LIB3146-038-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl00481 


BLAST score 


247 


E value 


5.0e-21 


Match length 


69 


% identity 


67 


NCBI Description 


fill protein — garden snapdragon 


Seq. No. 


214090 


Seq. ID 


LIB3146-038-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


400 


E value 


6.0e-50 


Match length 


139 


% identity 


68 


NCBI Description 


(U53418) UDP—glucose dehydrogenase 


Seq. No. 


214091 


Seq. ID 


LIB3146-038-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4455129 


BLAST score 


141 


E value 


1. Oe-08 


Match length 


53 


% identity 


57 


NCBI Description 


(AF127761) ribonucleoprotein ZRNP1 


Seq. No. 


214092 


Seq. ID 


LIB3146-038-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2244771 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 

8.0e-15 

112 
44 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
214093 

LIB314 6-038-P1-K1-E9 

BLASTX 

g2781363 

209 

1.0e-16 

41 

90 

(AC003113) F2401.19 [Arabidopsis thaliana] 
214094 

LIB3146-038-P1-K1-F1 

BLASTX 

g4263790 

572 

3.0e-59 

130 

88 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
214095 

LIB3146-038-P1-K1-F3 

BLASTX 

gl076303 

194 

7.0e-15 

110 
46 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ (D31710) cp29 [Arabidopsis 
thaliana] 

214096 

LIB314 6-038-P1-K1-G12 

BLASTX 

g2661840 

272 

5.0e-24 

73 

73 

(Y15430) adenosine kinase [Physcomitrella patens] 
214097 

LIB3146-038-P1-K1-G3 

BLASTN 

g2244731 

36 

9.0e-ll 

52 

92 

Cotton mRNA for endo-xyloglucan transferase, clone CF101, 
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partial cds 



Seq. No. 


214098 


Seq. ID 


LIB3146-038-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3075399 


BLAST score 


269 


E value 


1.0e-23 


Match length 


138 


% identity 


45 


NCBI Description 


(AC004484) SF16-like protein [Arabidopsis thaliana] 


Seq. No. 


214099 


Seq. ID 


LIB314 6-038-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


297 


E value 


3.0e-27 


Match length 


83 


% identity 


73 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 



>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214100 

LIB3146-038-P1-K1-H3 

BLASTX 

g416758 

490 

1.0e-49 

120 

71 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 


214101 




Seq. ID 


LIB3146-038-P1 


-K1-H4 


Method 


BLASTX 




NCBI GI 


g!514977 




BLAST score 


549 




E value 


2.0e-56 




Match length 


138 




% identity 


80 




NCBI Description 


(D84669) VM23 


[Raphanus 


Seq. No. 


214102 




Seq. ID 


LIB3146-038-P1 


-K1-H7 


Method 


BLASTX 




NCBI GI 


gll5874 




BLAST score 


227 




E value 


1.0e-21 




Match length 


75 




% identity 


68 
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NCBI Description 



SERINE CARBOXY PEPTIDASE III PRECURSOR (CP-WIII) >gi_170704 
(J02817) gibberellin responsive protein [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214103 

LIB3146-038-P1-K1-H8 

BLASTX 

gl35860 

654 

1.0e-68 

147 
86 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 
>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

214104 

LIB314 6-039-Q1-K1-A1 " 

BLASTX 

g3292849 

396 

7.0e-39 

90 

84 

(AJ007582) arginine methyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214105 

LIB3146-039-Q1-K1-A12 

BLASTX 

g2388689 

259 

1.0e-22 

81 
67 

(AF016633) GH1 protein [Glycine max] 



214106 

LIB314 6-039-Q1-K1-A3 

BLASTX 

gl076317 

577 

1.0e-59 

130 

79 

dihydrodipicolinate synthase 
Arabidopsis thaliana 



(EC 4.2,1.52) precursor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214107 

LIB314 6-039-Q1-K1-A6 

BLASTX 

g595780 

104 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

83 

45 

(U13871) lacZ alpha peptide [Cloning vector] 
214108 

LIB3146-039-Q1-K1-B2 

BLASTX 

g2493046 

357 

3.0e-34 

99 

68 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta 1 chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 

214109 

LIB3146-039-Q1-K1-B5 

BLASTX 

g3451075 

169 

6.0e-12 

120 

43 

(AL031326) putative protein [Arabidopsis thaliana] 
214110 

LIB314 6-039-Q1-K1-B8 

BLASTX 

g2760347 

344 

5.0e-33 

71 

16 

(0*84968) ubiquitin [Arabidopsis thaliana] 
214111 

LIB3146-03^-Ql-Kl-C10 

BLASTN 

g2062691 

37 

2.0e-ll 

40 

66 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214112 

LIB3146-039-Q1-K1-C11 

BLASTX 

g3249096 

330 

4.0e-31 
92 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



26 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

214113 

LIB3146-039-Q1-K1-C5 

BLASTX 

g4336434 

341 

3.0e-32 

103 

66 

(AF092431) nodule-enhanced protein phosphatase type 2C 
[Lotus japonicus] 

214114 

LIB3146-039-Q1-K1-C8 

BLASTX 

g731285 

153 

4.0e-10 

93 

35 

HYPOTHETICAL 27.1 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi_1077483_pir S51970 hypothetical protein YAL049c - 

yeast (Saccharomyces cerevisiae) >gi_595535 (U12980) 
Yal049cp [Saccharomyces cerevisiae] 

214115 

LIB3146-039-Q1-K1-D11 

BLASTX 

gl351791 

370 

2.0e-35 

131 
19 

HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 

CPR4-SSK22 INTERGENIC REGION >gi_8324 9__pir S19487 

hypothetical protein YCR072c - yeast (Saccharomyces 
cerevisiae) >gi_1907211_emb_CAA42270_ (X59720) YCR072c, 
len:515 [Saccharomyces cerevisiae] 

214116 

LIB314 6-039-Q1-K1-D12 

BLASTX 

g3687833 

399 

7.0e-39 

121 

14 

(AF069737) notchless [Xenopus laevis] 
214117 

LIB314 6-039-Q1-K1-D2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2896801 
246 

6.0e-21 

125 

42 

(AC004155) ERCC4_M0USE [Mus musculus] 
214118 

LIB3146-039-Q1-K1-D3 

BLASTX 

g2129726 

450 

6.0e-45 

109 

79 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

214119 

LIB3146-039-Q1-K1-D5 

BLASTX 

gll72571 

668 

2.0e-70 

130 

95 

PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 

>gi_107 6277_j?ir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

214120 

LIB3146-039-Q1-K1-D6 

BLASTX 

g4126405 

353 

2.0e-33 

72 

96 

(AB011798) homolog to defender against apoptotic death 1 
[Citrus unshiu] 

214121 

LIB3146-039-Q1-K1-D7 

BLASTX 

gl351357 

289 

3.0e-26 

66 

85 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 14 KD PROTEIN 
(CR14) >gi_633681_emb_CAA558 63_ (X79276) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 



29831 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



214122 

LIB314 6-039-Q1-K1-D8 

BLASTX 

g3851636 

145 

2.0e-14 

55 
80 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
4 OS ribosome protein S7 [Avicennia marina] 



214123 

LIB3146 

BLASTX 

g232677 

169 

5.0e-12 

46 
76 

(Y14507 
>gi_232 
[Nicoti 



■039-Q1-K1-D9 



) anther-specific protein [Nicotiana sylvestris] 
6774_emb_CAA74846_ (Y14506) anther-specific protein 
ana sylvestris] 



214124 

LIB314 6-039-Q1-K1-E3 

BLASTX 

g485512 

379 

1.0e-36 

96 
72 

salt-associated protein csaA - sweet orange 
214125 

LIB314 6-039-Q1-K1-F11 

BLASTX 

g4455180 

145 

3.0e-09 

33 

91 

(AL035521) putative protein [Arabidopsis - thaliana] 
214126 

LIB314 6-039-Q1-K1-F3 

BLASTX 

g2760322 

509 

8.0e-52 

126 

75 

(AC002130) F1N21.7 [Arabidopsis thaliana] 
214127 

LIB3146-039-Q1-K1-F7 

BLASTX 

g3075399 
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BLAST score 


164 




E value 


-2.0e-ll 




Match length 


54 




% identity 


69 




NCBI Description 


(AC004484) SF16-like protein [Arabidopsis thaliana] 




Seq. No. 


214128 




Seq. ID 


LIB3146-039-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


gl931655 




BLAST score 


625 




E value 


2.0e-65 




Match length 


136 




% identity 


82 




NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis thaliana] 




Seq. No. 


214129 




Seq. ID 


LIB3146-039-Q1-K1-G11 




Method 


BLASTX 


Hi 


NCBI GI 


g3953471 




BLAST score 


474 




E value 


1.0e-47- 


y ^ 


Match length 


133 


fn 


% identity 


61 


jE 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 




Seq. No. 


214130 




Seq. ID 


LIB3146-039-Q1-K1-G3 


CP 


Method 


BLASTX 




NCBI GI 


g629735 




BLAST score 


248 


O 


E value 


4.0e-21 




Match length 


71 




% identity 


66 




NCBI Description 


fill Drotein — crardpn snaDriraann >ni 406^09 pinh C , AA40RS'3 


D 




(X57296) FIL1 [Antirrhinum majus] — — — — 


■ssssr 


Seq. No. 


214131 




Seq. ID 


LIB3146-039-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


g4220537 




BLAST score 


606 




E value 


4 .Oe-63 




Match length 


135 




% identity 


87 




NCBI Description 


(AL035356) PsRT17-l like orotein TArabidoosis thaliana! 




Seq. No. 


214132 




Seq. ID 


LIB3146-039-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


gl402888 




BLAST score 


189 




E value 


3.0e-14 




Match length 


125 




% identity 


38 




NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214133 

LIB314 6-039-Q1-K1-G7 

BLASTN 

g3821780 

36 

6.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



214134 

LIB3146-039-Q1-K1-G8 

BLASTX 

g2827039 

326 

1.0e-30 

66 

94 

(AF008444) 
thaliana] 



chloroplast processing enzyme [Arabidopsis 



214135 

LIB3146-039-Q1-K1-H2 

BLASTX 

g4490331 

265 

3.0e-23 

72 

68 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
214136 

LIB3146-039-Q1-K1-H4 

BLASTX 

g3860277 

431 

1.0e-42 

91 

91 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

214137 

LIB3146-039-Q1-K1-H5 

BLASTX 

g2827536 

294 

1.0e-26 

136 
43 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
214138 

LIB314 6-040-Q1-K1-A12 

BLASTN 

g2829205 
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BLAST score 


il 

Villi: IF 
119 


E value 


1.0e-60 


Match length 


181 


% identity 


23 


NCBI Description 


Gossypium 
precursor 



hirsutum cultivar Siokra 
(PRP) inRNA, complete cds 




1-2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214139 

LIB3146-040-Q1-K1-A3 

BLASTX 

g3560183 

161 

4.0e-ll 

57 

54 

(AL031517) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214140 

LIB3146-040-Q1-K1-A5 

BLASTX 

g2914698 

176 

9.0e-13 

74 

46 

(AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


214141 


Seq. ID 


LIB3146-040-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3540180 


BLAST score 


366 


E value 


3.0e-35 


Match length 


92 


% identity 


71 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


214142 


Seq. ID 


LIB3146-040-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g477430 


BLAST score 


258 


E value 


9.0e-23 


Match length 


76 


% identity 


67 


NCBI Description 


nucleolar protein pl20 - mouse (fragment) 


Seq. No. 


214143 


Seq. ID 


LIB3146-040-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g477430 


BLAST score 


281 


E value 


3.0e-25 


Match length 


98 


% identity 


58 


NCBI Description 


nucleolar protein pl20 - mouse (fragment) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214144 

LIB3146-040-Q1-K1-B7 

BLASTX 

g2072023 

240 

2.0e-20 

90 

61 

(U93506) symbiosis-related protein [Laccaria bicolor] 
214145 

LIB3146-040-Q1-K1-B8 

BLASTX 

g2924507 

332 

4.0e-31 

110 

62 

(AL022023) cyclophilin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214146 

LIB3146-04Q-Q1-K1-C11 

BLASTN 

g407800 

245 

1.0e-135 

263 
99 

G.hirsutum mRNA for ribosomal protein 41, 
(RL41) 



large subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214147 

LIB3146-040-Q1-K1-D1 

BLASTX 

g3695383 

603 

9.0e-63 

122 

90 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



214148 

LIB3146-040-Q1-K1-D11 

BLASTN 

g3821780 

36 

7.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
214149 

LIB3146-040-Q1-K1-D2 



29836 



,Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3695383 

128 

3.0e-13 

83 

58 

(AF096370) similar to inorganic pyrophosphatase {Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Sea. No. 


214150 


Seq. ID 


LIB3146-040-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4406770 


BLAST score 


434 


E value 


5.0e-43 


Mai~pn 1 pncrth 


121 




60 


MPRT n^c;r , T~"i Tii" "i on 


fAC006836} unknown orotein TArabidoDsis thalianal 


Q pr Mrt 


214151 


q^rr yn 


LIB314 6-040-O1-K1-E1 


Mpt hoti 


BLASTX 


IN \* D X ul 




BLAST score 


150 


E value 


1.0e-14 


Ma t" r*Y\ 1 on n't" l*i 


63 




/ V 


wudi uescnpuion 






fha 1 i ana 1 


OcCJ. LNU. 


91 41 


Seq. ID 


LIB3146-040-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


351 


E value 


3.0e-33 


Match length 


104 


% identity 


82 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


214153 


Seq. ID 


LIB3146-040-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2736348 


BLAST score 


183 


E value 


2.0e-13 


Match length 


130 



% identity 36 

NCBI Description (AF039035) contains similarity to 4 -nitropheny phosphatases 
[Caenorhabditis elegans] 



Seq. No. 214154 

Seq. ID LIB3146-040-Q1-K1-F11 

Method BLASTX 

NCBI GI g3789917 

BLAST score 144 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

70 

41 

(AF084928) 
sapiens] 



erythroblast macrophage protein EMP [Homo 



214155 

LIB3146-040-Q1-K1-F6 

BLASTX 

g2244833 

146 

2.0e-09 

97 

32 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
214156 

LIB3146-040-Q1-K1-G7 

BLASTN 

g4519195 

39 

l,0e-12 

279 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 



Seq. No. 


214157 


Seq. ID 


LIB3146-040-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


gl67346 


BLAST score 


59 


E value 


1.0e-24 


Match length 


253 


% identity 


85 


NCBI Description 


Gossypium hirsutum Lea5-A late embr; 




protein (Lea5-A) gene, complete cds 


Seq. No. 


214158 


Seq. ID 


LIB314 6-040-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2244733 


BLAST score 


63 


E value 


1.0e-27 


Match length 


79 


% identity 


95 


NCBI Description 


Cotton mRNA for actin, clone CF456, 


Seq. No. 


214159 


Seq. ID 


LIB3146-040-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


554 


E value 


4.0e-57 


Match length 


117 


% identity 


93 


NCBI Description 


(D88414) actin [Gossypium hirsutum] 



partial cds 
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Seq. No. 


214160 


Seq. ID 


LIB3146-041-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 




BLAST score 


187 


E value 


5.0e-14 


Match length 


43 


% identity 


84 


NCBI Description 


(U09342) homeobox protein [Arabidopsis 


Seq. No. 


214161 


Seq. ID 


LIB314 6-041-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3551257 


BLAST score 


178 


E value 


2.0e-13 


Match length 


40 


% identity 


50 


NCBI Description 


(AB012708) 98b [Daucus carota] 


Seq. No. 


214162 


Seq. ID 


LIB314 6-041-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2688824 


BLAST score 


395 


E value 


1.0e-38 


Match length 


93 


% identity 


84 


NCBI Description 


(U93273) putative auxin-repressed prot 




armeniaca] 


Seq. No. 


214163 


Seq. ID 


LIB3146-041-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3024127 


BLAST score 


585 


E value 


8.0e-61 


Match length 


116 


% identity 


94 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214164 

LIB314 6-041-Q1-K1-A9 

BLASTX 

g4262149 

439 

1.0e-43 

112 
70 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 



214165 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB314 6-041-Q1-K1-B10 

BLASTX 

g4007792 

254 

6.0e-22 

130 
39 

(AL034463) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 



-B12 



214166 

LIB3146-041-Q1-K1- 
BLASTX 
g2191174 
418 

4.0e-41 

132 

67 

(AF007270) similar to the peptidase family S16 [Arabidopsis 
thaliana] 



214167 

LIB3146-041-Q1-K1-B2 

BLASTX 

gl402835 

155 

9.0e-ll 

34 

91 

(U60148) plasma membrane major intrinsic protein 2 
vulgaris] 



[Beta 



214168 

LIB3146-041-Q1-K1-B4 

BLASTN 

gl906829 

33 

5.0e-09 

45 

93 



NCBI Description A. thaliana hsp88.1 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214169 

LIB3146-041-Q1-K1-B6 

BLASTX 

g2500380 

161 

6.0e-ll 

29 
100 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4 923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 



214170 



29840 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-041-Q1-K1-B7 

BLASTX 

gl22070 

320 

6.0e-30 

66 

98 

HI STONE H3 >gi_82483_pir A25564 histone H3 - rice 

>gi_169793 (M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214171 

LIB3146-041-Q1-K1-B9 

BLASTN 

gl069999 

33 

6.0e-09 

73 

86 

B.napus mRNA for biotin carboxyl carrier protein (pBPl) 
>gi_3715063_emb_A59872.1_A59872 Sequence 1 from Patent 
WO9707222 





91 4179 


Seq. ID 


LIB3146-041-Q1-K1-C1 


Method 


BLASTN 




rr9Q949 R7 


oiiiio i score 


A A 


E value 


z . ue— 10 


Match length 


197 


% identity 


90 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


214173 


Seq. ID 


LIB314 6-041-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3281855 


BLAST score 


269 


E value 


1.0e-23 


Match length 


100 


% identity 


58 


NCBI Description 


(AL031004) hypothetical protein [Arab 


Seq. No. 


214174 


Seq. ID 


LIB3146-041-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g475048 


BLAST score 


629 


E value 


8.0e-66 


Match length 


139 


% identity 


61 


NCBI Description 


(X72581) tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


214175 


Seq. ID 


LIB314 6-041-Q1-K1-C6 


Method 


BLASTX 



(gamma-TIP) 



29841 



# 



NCBI GI g2275199 

BLAST score 466 

E value 1.0e-46 

Match length 142 

% identity 71 

NCBI Description (AC002337) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 214176 

Seq. ID LIB3146-041-Q1-K1-C7 

Method BLASTX 

NCBI GI g2244826 

BLAST score 366 

E value 3.0e-35 

Match length 82 

% identity 87 

NCBI Description (Z97336) replication control protein homolog [Arabidopsis 
thaliana] 




Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214177 

LIB3146-041-Q1-K1-C8 

BLASTX 

g4220521 

283 

3.0e-25 

63 

86 

(AL035356) putative protein [Arabidopsis thaliana] 
214178 

LIB3146-041-Q1-K1-C9 

BLASTX 

g2119042 

235 

1.0e-19 

48 

94 

glycine-rich RNA-binding protein RGP-la - wood tobacco 
>gi_469070_dbj_BAA03741_ (D16204) RNA-binding glycine-rich 
protein-1 (RGP-la) [Nicotiana sylvestris] 

214179 

LIB3146-041-Q1-K1-D10 

BLASTX 

gl710007 

750 

5.0e-80 

135 

100 

GTP-BINDING NUCLEAR PROTEIN RANI A >gi_1370203_emb_CAA98187_ 
(Z73959) RANI A [Lotus japonicus] 



Seq. No. 214180 

Seq. ID LIB3146-041-Q1-K1-D11 

Method BLASTX 

NCBI GI g3929649 

BLAST score 356 

E value 3.0e-56 



29842 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



131 
87 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

214181 

LIB3146-041-Q1-K1-D12 

BLASTX 

g4158230 

233 

2.0e-19 

80 

54 

(Y18625) amylogenin [Triticum aestivum] 
214182 

LIB314 6-041-Q1-K1-D3 

BLASTX 

g2760326 

301 

2.0e-27 

132 
46 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
214183 

LIB314 6-041-Q1-K1-D4 

BLASTX 

g464987 

215 

3.0e-17 

41 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858__pir S32672 ubiquitin— protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

214184 

LIB314 6-041-Q1-K1-D6 

BLASTX 

gl903021 

372 

1.0e-35 

87 

85 

(Y10216) hypothetical 3-isopropylmalate dehydrogenase 
[Arabidopsis thaliana] 

214185 

LIB314 6-041-Q1-K1-D8 

BLASTX 

g4335735 

143 



29843 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



6.0e-09 

51 

49 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
214186 

LIB3146-041-Q1-K1-E1 

BLASTX 

g3123271 

444 

3.0e-44 

84 

96 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

214187 

LIB3146-041-Q1-K1-E10 

BLASTX 

g3915165 

489 

1.0e-49 

110 

85 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi__2792520 
(AF042320) tryptophan synthase beta subunit [Camptotheca 
acuminata] >gi_2801771 (AF042321) tryptophan synthase beta 
[Camptotheca acuminata] 

214188 

LIB314 6-041-Q1-K1-E11 

BLASTN 

g567934 

48 

5.0e-18 

80 

90 

Camellia sinensis mRNA for chalcone synthase (CHS1), 
complete cds, clone VEG13 

214189 

LIB3146-041-Q1-K1-E12 

BLASTX 

g2529668 

428 

2.0e-42 

92 

87 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 

214190 

LIB3146-041-Q1-K1-E4 

BLASTX 

g3434973 



29844 



BLAST score 
E- value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

8.0e-25 

64 

83 

(AB008106) ethylene responsive element binding factor 4 
[Arabidopsis thaliana] 

214191 

LIB3146-041-Q1-K1-E7 

BLASTX 

g2982266 

611 

9.0e-64 

128 

91 

(AF051216) probable fibrillarin [Picea mariana] 
214192 

LIB314 6-041-Q1-K1-E8 

BLASTX 

gl514643 

306 

6.0e-28 

88 

31 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
214193 

LIB3146-041-Q1-K1-E9 

BLASTX 

g2388689 

339 

7.0e-32 

74 

85 

(AF016633) GHl protein [Glycine max] 
214194 

LIB3146-041-Q1-K1-F1 

BLASTX 

g!381676 

259 

2.0e-22 

57 

89 

(U58853) small GTP-binding protein [Glycine max] 
214195 

LIB3146-041-Q1-K1-F10 

BLASTX 

g!703380 

489 

2.0e-49 

95 
99 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



29845 



Spa No 


214196 


Sea. ID 


LIB3146-041-O1-K1-F5 




BLASTX 


NCBI GI 


g3047117 


BLAST score 


158 


Hi VaX UC 


1 . Oe-10 


LMCtUt^li Icily L.11 
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|,riXaJJ±U,upoxo L-lictJ-XcUidj 




214197 


O ♦ IIJ 


T.TR^I 46-041 -Ol -K1 -F9 


Method 


BLASTX 


NCBI GI 


g2914706 
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^71 
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?1 41 98 


Qprj- Tf) 


U1DJ11 U ul 1 X i V X OX X 


Method 


BLASTX 


NCBI GI 


g2827659 


XoXXrlO 1 oCQxS 


477 


E value 


x . ue 4o 


jyiat.cn xengun 


1 "^7 


O X UCll 1 — L Ljr 


78 
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T.TR^I 46-041-Ol-Kl-(^P 
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i v ie Liioa 




VJPDT f T 




JDJUriO X bUOXc 




E value 


7.0e-37 


Match length 


138 




OH 




Pn^APYHTTP TMTTTATTHM FAPTHP Zlfl TFTF— 4A^ 




*>rri ^491 t^t r* ^^P^RP -h r-a n <5 1 a t- 1 nn lniriafinn fsrt'nr PTF-4A 
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91 4900 


^prr TP) 


T.TFni 4fi-041 -HI -K1 -C^ 

JjID J11 U L/*±X ^ X I\ X 


Method 


BLASTX 


NCBI GI 


gl079720 


"Q T ACT 1 o nnvrv 

Diiiioi score 


OoU 


TT va 1 IIP 


4 0e-60 


Match length 


131 


% identity 


85 


NCBI Description 


(U39764) eukaryotic release factor 3 [Ricinus communis] 


Seq. No. 


214201 


Seq. ID 


LIB3146-041-Q1-K1-G8 



29846 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.^No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3068713 

426 

2.0e-46 

135 

73 

(AF049236) 



unknown [Arabidopsis thaliana] 



214202 

LIB314 6-041-Q1-K1-G9 

BLASTX 

g99749 

269 

1.0e-23 

72 

74 

probable serine/threonine-specif ic protein kinase ATPK64 
(EC 2.7.1.-) - Arabidopsis thaliana 
>gi_217843_dbj_BAA01731_ (D10937) protein kinase 
[Arabidopsis thaliana] 

214203 

LIB314 6-041-Q1-K1-H2 

BLASTX 

g4508073 

398 

8.0e-39 

103 

70 

(AC005882) 43220 [Arabidopsis thaliana] 
214204 

LIB3146-041-Q1-K1-H3 

BLASTN 

g20548 

36 

7.0e-ll 

80 
89 

P.hortense GADPH mRNA for glycolytic 



glyceraldehyde-3-phosphate 



dehydrogenase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214205 

LIB3146-041-Q1-K1-H4 

BLASTX 

g2979565 

367 

4.0e-35 

84 

83 

(AC003680) putative sin3 associated polypeptide (SAP18) 
[Arabidopsis thaliana] 

214206 

LIB3146-041-Q1-K1-H6 

BLASTX 

gl33867 



29847 



BLAST score 


560 


E value 


1.0e-57 


Match length 


126 


% identity 


85 


NCBI Description 


4 OS RIBOSOMAL 




protein Sll - 



maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 


214207 


Seq. ID 


LIB3146-041-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3548810 


BLAST score 


185 


E value 


5.0e-14 


Match length 


100 


% identity 


44 


NCBI Description 


(AC005313) putative chloroplast nucleoid DNA binding 




protein [Arabidopsis thaliana] 


Seq. No. 


214208 


Seq. ID 


LIB314 6-042-O1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2245a65 


BLAST score 


578 


E value 


5.0e-60 


Match length 


118 


% identity 


81 


NCBI Description 


(Z97342) hvDOthetical orotein TArabidoosis thaliana 1 


Seq. No. 


214209 


Seq. ID 


LIB314 6-042-O1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3044218 


BLAST score 


310 


E value 


2.0e-28 


Match length 


78 


% identity 


73 


NCBI Description 


(AF057144) signal peptidase [Arabidopsis thaliana] 


Seq. No. 


214210 


Seq. ID 


LIB3146-042-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


279 


E value 


1.0e-156 


Match length 


339 


% identity 


96 


NCBI Description 


Eucryphia lucida large subunit 26S ribosomal RNA gene, 




partial sequence 



Seq. No. 214211 

Seq. ID LIB3146-042-Q1-K1-A8 

Method BLASTX 

NCBI GI g2341041 

BLAST score 191 

E value 3.0e-17 

Match length 90 



29848 



% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AC000104) Arabidopsis thaliana putative ethylene receptor 
(ERS2) gene (gb_AF047976) . EST gb_W43451 comes from this 
gene. [Arabidopsis thaliana] >gi_3687656 (AF047976) 
putative ethylene receptor; ERS2 [Arabidopsis thaliana] 

214212 

LIB3146-042-Q1-K1-B2 

BLASTX 

g2342687 

351 

3.0e-33 

124 

52 

(AC000106) 
(gb_U43629 



Similar to Beta integral membrane protein 
EST gb_W43122 comes from this gene. 



[Arabidopsis thaliana] 
214213 

LIB314 6-042-Q1-K1-B4 

BLASTX 

gl345698 

700 

3.0e-74 

128 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

214214 

LIB3146-042-Q1-K1-B6 

BLASTX 

gl!73234 

327 

2.0e-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi_4 81909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

214215 

LIB3146-042-Q1-K1-B7 

BLASTX 

gl840425 

154 

3.0e-10 

42 

67 

(U36586) alcohol dehydrogenase [Vitis vinifera] 



Seq. No. 



214216 



29849 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-042-Q1-K1-C1 

BLASTX 

g549063 

389 

1.0e-37 

107 

70 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



O tr ■ Lv\J • 


214217 


Sea ID 


LIB314 6-042-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


449 


E value 


9.0e-45 


Match length 


111 


% identity 


77 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


214218 


Seq. ID 


LIB3146-042-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


284 


E value 


9.0e-26 


Match length 


57 


% identity 


93 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi 



(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



214219 

LIB3146-042-Q1-K1-C6 

BLASTX 

g3242714 

167 

1.0e-ll 

94 
35 

(AC003040) 
thaliana] 



hypersensitivity-related protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214220 

LIB3146-042-Q1-K1-D1 

BLASTX 

g2131352 

174 

1.0e-12 

101 

36 

hypothetical protein YDL166c - yeast (Saccharomyces 
cerevisiae) >gi_1061273_emb_CAA91580_ (Z67750) putative 
protein [Saccharomyces cerevisiae] 
>gi_1431264_emb_CAA98740_ (Z74214) ORF YDL166c 
[Saccharomyces cerevisiae] 



29850 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214221 

LIB3146-042-Q1-K1-D3 

BLASTN 

g3873174 

36 

8.0e-ll 

114 
88 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

214222 

LIB3146-042-Q1-K1-D4 

BLASTX 

gl841870 

223 

3.0e-18 

122 
41 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 
214223 

LIB3146-042-Q1-K1-D7 

BLASTX 

g3885515 

396 

8.0e-39 

92 

79 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214224 

LIB3146-042-Q1-K1-D8 

BLASTX 

g3128208 

182 

2.0e-13 

70 

53 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
214225 

LIB3146-042-Q1-K1-E4 

BLASTX 

g!22007 

285 

1.0e-25 

62 

95 

HI STONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_einb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 
Seq. ID 



214226 

LIB3146-042-Q1-K1-E7 



29851 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gl39780 

215 

2.0e-17 

75 

61 

WOUND- INDUCED PROTEIN 
- potato 



1 >gi_82293_pir JQ0398 wunl protein 



214227 

LIB3146-042-Q1-K1-E3 

BLASTX 

gl22085 

365 

1.0e-38 

107 
84 

HI STONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194jpir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970__ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811__ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb__AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 13142 98B histone H3 [Arabidopsis thaliana] 

214228 

LIB314 6-042-Q1-K1-G4 

BLASTX 

gl705826 

184 

9.0e-14 

38 
89 

CHALCONE SYNTHASE 1 
>gi_437708 (M91193) 
subt er raneum] >gi_7 4100 8__pr f 
[Trifolium subterraneum] 



(NARINGENIN- CHALCONE SYNTHASE 1) 
chalcone synthase [Trifolium 

2006270A chalcone synthase 



214229 

LIB314 6-042-Q1-K1-G7 



29852 



Method 


BLASTX 


NCBI GI 

Xt x^XV +X, \mJ JL. 


g3334756 


BLAST score 


510 


E value 


6.0e-52 




113 


8- "1 Hpnf*i 


87 


KTCRT Hp^rri nfi nn 


(Y16£79^ nnfsfnvp a r*tH n i tip /qpri np— ri ph srilipincr factor 




[Medicago satxva] 


O C a IN \J * 


214230 


Sea ID 


LIB3146-042-O1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2598009 


BLAST score 


230 


F. va 1 hp 

1_1 vaxuc 


3. Oe-19 


MA'fr'hi 1 onrfhh 

L JO U \^LL X^llU Lll 


58 


& "i Hpnt* 1 "h v 


79 


NCBI Description 


(AJ222545) Rop subfamily GTPase [Nicotiana tabacum] 




21 4231 


Seq. ID 


LIB314 6-042-O1-K1-H2 


Mpf hod 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


318 


£j v axuc 




rid uoii xcny un 


ft4 


^ XClcllL-LUy 


71 
/ x 


NCBI Description 


(ACQ04 669} alutathione S— transferase TArabidoDsis thalianal 


Qnn Mr* 
Ocq • 1NU • 


91 49^9 


Rprr TD 


LIB314 6-042-O1-K1-H3 


Mpf* hod 


BLASTX 


KICRT CXI 




T5T, A Q T 1 q rnrp 
oxxrio x ooxjxc 


*± \J Zf 


E value 


4.0e-40 


Match length 


117 


t> xuciitxuy 


73 


NCRT Dp^rri nfi on 


fAF043^2fi} 20S nrotpasome snbunit PAG1 TArabidoosis 




fhal i sn^i 1 >rH ^ftftR^?? fACDO^fi?^^ nrrifpa qomp rnmnonpnt 

L.11CIJ LCLxlCLJ ^ y _L J O O -J J J ^ W vj vj ^1. / i_ "^y UCClij wILIC ^UllLUUnCllt 




r AT^bi Hrinq i q thslianal 

[_ liX CXi^/ _I_ V-l V W O -L. kZJ L1J.UX XullU J 




?1 49^^ 


q P rr TO 


T.TR31 46-043-01 -Kl -Al 


Mpf hod 


BLASTX 

XJ LJrxt-J X i: V 


NCBI GI 




BLAST score 


314 


E value 


4.0e-41 


LlCL L.V_*11 J_CLiy Uii 


1 09 




R4 

O 


MfT^T PtO opt"! r^-|- -| r\Ti 


^ U L/ J *i z? _7 J k>U.t_ctl L vc c±Uliya LXUll laLUUI [nlaJJxUUpoXo 






Seq. No. 


214234 


Seq. ID 


LIB3146-043-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl705826 


BLAST score 


243 



29853 



E value 
Match length 
% identity 
NCBI Description 



1.0e-20 

59 
81 

CHALCONE SYNTHASE 1 (NARINGENIN- CHALCONE SYNTHASE 1) 
>gi_437708 (M91193) chalcone synthase [Trifolium 

subterraneum] >gi_741008_prf 2006270A chalcone synthase 

[Trifolium subterraneum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214235 

LIB314 6-043-Q1-K1-A7 

BLASTX 

g2078350 

185 

4.0e-23 

124 

52 

(U95923) transaldolase 



[Solanum tuberosum] 



214236 

LIB3146-043-Q1-K1-B12 

BLASTX 

gl263291 

578 

6.0e-60 

127 

82 

(U49452) alcohol dehydrogenase 



2b [Gossypium hirsutum] 



214237 

LIB314 6-043-Q1-K1-B4 

BLASTX 

g4097547 

288 

5.0e-26 

70 

45 

(U64906) ATFP3 [Arabidopsis thaliana] 
214238 

LIB3146-043-Q1-K1-B6 

BLASTX 

g3421087 

610 

1.0e-63 

125 

97 

(AF043524) 
thaliana] 



20S proteasome subunit PAE1 [Arabidopsis 



214239 

LIB314 6-043-Q1-K1-B7 

BLASTX 

gl354849 

468 

6.0e-47 

133 

63 



29854 



NCBI Description (U57350) epoxide hydrolase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214240 

LIB3146-043-Q1-K1-B8 

BLASTX 

gl33867 

440 

1.0e-43 

103 

83 

40S RIBOSOMAL 
protein Sll 



PROTEIN Sll >gi_82722j?ir S16577 ribosomal 

maize >gi_22470_ernb_CAA394 38__ (X55967) 



ribosomal protein Sll [Zea mays] 



Seq. No. 


214241 


beq. iu 


T Tia"31 A £— PtA "3— Pil — TC\ —PI 9 


Method 


r>T 7\ O^FY 
rSLiAo I A 




yi Q T 

gou^.14 o o 


oLiiioi score 


1 *3Q 


E value 


1 . ue— Uo 


Match length 


Jl 


% identity 


Q7 


JNutsi Description 


/7\tOO/1QO"1 \ It! of Ana U 0 "D 0 [ T vpnnnra n nrin oqphI oirhnml 

z z 4 ? o ± ) nistons n^o z LJjyuupci.o-n-.vJii eoL,uxt;iiuu_LLij 


Seq. No. 


214242 


Seq. ID 


LIB3146-043-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3288823 


BLAST score 


361 


E value 


2.0e-34 


Match length 


122 


% identity 


64 


NCBI Description 


(AF063852) FUSS [Arabidopsis thaliana] 


Seq. No. 


214243 


Seq. ID 


LIB3146-043-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gll9791 


BLAST score 


494 


E value 


5.0e-50 


Match length 


108 


% identity 


89 


NCBI Description 


3-0X0ACYL- [ACYL-CARRIER PROTEIN] REDUCTASE PRECURSOR 



( 3-KET0ACYL-ACYL CARRIER PROTEIN REDUCTASE) 

>gi_1084385_pir S22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 
>gi_18 04 6_emb_CAA45 8 66_ (X64566) 3-oxoacyl- [acyl-carrier 
protein] reductase [Cuphea lanceolata] 

>gi_228 929_prf 1814446A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214244 

LIB314 6-043-Q1-K1-C7 

BLASTX 

g2326772 

465 

1.0e-46 



29855 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
77 

(Y14507) anther-specific protein [Nicotiana sylvestris] 
>gi_2326774_emb_CAA74846_ (Y14506) anther-specific protein 
[Nicotiana sylvestris] 

214245 

LIB3146-043-Q1-K1-C9 

BLASTX 

g547683 

255 

5.0e-22 

84 

67 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M9654 9) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

214246 

LIB3146-043-Q1-K1-D1 

BLASTX 

g2633047 

148 

2.0e-09 

113 

30 

(299107) similar to metabolite transporter [Bacillus 
subtilis] >gi_2633058_emb_CAB12563_ (Z99108) similar to 
metabolite transporter [Bacillus subtilis] 

214247 

LIB3146-043-Q1-K1-D10 

BLASTX 

g2583130 

174 

2.0e-12 
119 
34 

(AC002387] 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



214248 

LIB3146-043-Q1-K1-D11 

BLASTX 

g3122228 

324 

4.0e-30 

84 

76 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 

>gi_2129837_pir S65049 low molecular weight heat shock 

protein precursor (clone Hsp23.9) - soybean >gi_710432 
(U21722) Hsp23.9 [Glycine max] 

214249 

LIB3146-043-Q1-K1-D3 



29856 



Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll6385 

385 

6.0e-66 

133 

93 

CHALCONE SYNTHASE A (NARINGENIN-CHALCONE SYNTHASE A) 

>gi_66548_pir SYPJCN naringenin-chalcone synthase (EC 

2.3.1.74) - garden petunia >gi_20542_emb_CAA27718_ (X04080) 
CHS (aa 1-389) [Petunia x hybrida] 



oeq . 1NO . 




C Arr Tf) 


LIB314 6-04 3-O1-K1-D5 






VfpDT pT 




BLAST score 


126 


E value 


5.0e-19 


Match length 


Qfl 


% identity 


00 


NCBI Description 


(ALL)zzoU4) putative sugar t] 




r.naiiana j 


Seq. No. 


214251 


oeg. iij 


L1DJ140 U^J ^1 J\l UD 


Method 


TIT B CTY 


NCBI GI 


g3687235 


BLAST score 


438 


E value 


A r\ ^ A c 

4 . 0e-4o 


Match length 


-\ CSC 


% identity 


95 


NCBI Description 


(ACDuolDy) putative copia-i. 




[Arabidopsis thaliana] 


Seq. No. 


O 1 A O C O 

214252 


oeq. ijj 


liJLtSolfl O U^tO ^1 J\l U / 


Method 


BLASTX 


NCBI GI 


g992706 


BLAST score 


541 


E value 


2 . Oe-55 


Match length 


103 


% identity 




NCBI Description 


(U33758) UBC13 [Arabidopsis 


Seq. No. 


214253 


Seq. ID 


LIB3146-043-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


395 


E value 


2.0e-38 


Match length 


120 


% identity 


65 


NCBI Description 


(AL021889) putative protein 


Seq. No. 


214254 


Seq. ID 


LIB3146-043-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3757521 



29857 




BLAST score 


485 


Hi V CtX UC 




i v id Lull -Lc-iiy uii 


1 


S; "i Hon+" "i 

^ XUCil L. X L.y 


64 


NPRT Dp o ti nt i on 


(APOO^I fitl ) nn Vnown riTot* pi rt fArshi Hnnq •! <? th^l "i an^ 1 




91 49^ 


Sea ID 


LIB3146-043-O1-K1-E4 


Method 


BLASTX 


NCBI GI 


al483218 


BLAST score 


204 


E value 


4.0e-16 


naLtll Icily L.11 


Q4 


2- t Hoirh t tw 




Xir* , T5 T T*"ici cpy i t-> +- -i j^sri 
INk^-Dl UcoOIiptlUIl 


\Z*.Z?yiy3) lilUliCeu. UOOI1 WOllIlUlIly bllcob [r^aJJlvJOpolo 




-H n a 1 -l ana ] 
L- 1 ictx Xdi let J 




91 49 Rfi 




T.TR^I 4 6-04^-01 -K1 -FS 

JjlDJll U U1J ^X LN.X Hi J 


Mot - n aH 


DXuriO 1 


NCBI GI 


g4580575 


BLAST score 


252 


Hi V CtX Lit! 




LlCi Lull XGiiy Uii 


1 09 




R4 


\TO"'Q T Hdcpt — i An 
LN^DX L/tSoO-L X ±J L.1VJ11 


^SlHf , nff917£^ an vn r*> togt^^tigo f apf^r Q rZivaKi HAriOi c f hal i ana 1 
\nl! / v J dUAlil IcopUIloc IdL LUI _7 l_nIaJJlUUpolL) LilcLUctllCt J 


oeg. jno. 


Z14Z3 / 




T TR"^1 4 6-04^—0,1 — Pfl — Ffi 
L1DJ14 Q U O y 1 IM HjD 


Mot" Vi (H 


RT ZX^Ty 

Dlinu 1A 


lapDT ot 

IN^-Dl Ox 


rrl *7 1 


BLAST score 


314 


E value 


6.0e-29 


L v iatcii lenytn 


79 


X> lUCllLlty 


o O 


NCBI Description 


duo KlDwoUJXLrtli JrKUlililJN LjO >yl IZ/byo/ tU4/Uyoj putaLlve 




T"i V>o^OTTia 1 TiT*ot~oiTi fna^ipnc naTota 1 


O ,-\ or fvl^-v 

oeq. lno» 


Z 1 fi Z 0 0 


Otrvj, 1JJ 


lilaOlft D U4j yi A.1 £jO 


M^t n nH 

L it? I_ 1 1 V_^vJ. 


XjXjjtIO X z\ 


NCBI GI 


g3859595 


BLAST score 


206 


Hj ValUc 


j* Uc 1 O 




1 07 
1U / 


% iu.eiiL.iuy 




WPRT np^PTi Tit* t on 


{ AE*1 fj 4 Q1 Q ^ Mo H^"Fi rci on 1 i no "FonnH TZXTaV^n H oo q H o Trial i anal 

^ r\C lUt -71 J / UClllilLlUll XJ.11C XwLlilLi. [AI ClJJ±UUpoXO LllCLXXClilCl J 


oeq • ino . 


91 

Z 1 41 Z O X? 




T.TR^I 4^-04^-01 -Tfl -PI 9 
1110014 u j yi J-^-i ri^ 


Mo Vi 

rlc L.HOU. 


RT a^!TY 


NCR! GT 


ad S39394 


BLAST score 


436 


E value 


3.0e-43 


Match length 


115 


% identity 


81 


NCBI Description 


(AL035679) kinesin like protein [Arabidopsis thaliana] 



29858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214260 

LIB3146-043-Q1-K1-F2 

BLASTX 

g2760323 

183 

1.0e-13 

74 

45 

(AC002130) F1N21.8 [Arabidopsis thaliana] 
214261 

LIB3146-043-Q1-K1-F3 

BLASTX 

g2462741 

441 

7.0e-44 

110 

76 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

214262 

LIB3146-043-Q1-K1-F4 

BLASTX 

g2462761 

144 

4.0e-09 

62 

44 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

214263 

LIB3146-043-Q1-K1-F6 

BLASTX 

g3746069 

157 

2.0e-10 

123 

31 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



214264 

LIB3146-043-Q1-K1-G3 

BLASTX 

g2792297 

253 

9.0e-22 

77 

57 

(AF039183) GAST-like gene product 
214265 

LIB3146-043-Q1-K1-G5 
BLASTX 



[Fragaria x ananassa] 



29859 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3063396 
623 

4.0e-65 

139 

83 

(AB012947) vcCyP [Vicia faba] 
214266 

LIB3146-043-Q1-K1-G7 

BLASTX 

g3212863 

519 

6.0e-53 

132 

76 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 


214267 


Seq. ID 


t tdoi yi r ri /i o ai iv-i tji 

LIB314d-L)4 J-Q1-K1-H1 


Method 


BLASTN 


NCBI GrI 


gl9153 


BLAST score 


o / 


E value 




Match length 


41 


% identity 


98 


NCBI Description 


Tomato 17S-25S rifoosomal 


Seq. No. 


214268 


Seq. ID 


LIBol4o-U4o-Ql-Kl-Ho 


Method 


BLASTX 


NCBI GI 


g4ou9734 


BLAST score 


zuy 


£j vaxue 


j. • ue id 


Match length 


61 


% identity 


64 


NCBI Description 


(AC006439) putative 26S 




[Arabidopsis thaliana] 


Seq. No. 


214269 


Seq. ID 


LIB3146-043-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4218991 


BLAST score 


332 


E value 


4.0e-31 


Match length 


125 


% identity 


54 


NCBI Description 


(AF098632) subtilisin-li 


Seq. No. 


214270 


Seq. ID 


LIB3146-044-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2827661 


BLAST score 


257 


E value 


3.0e-22 


Match length 


99 


% identity 


56 



DNA spacer 



[Arabidopsis thaliana] 



29860 



NCBI Description (AL021637) hyuC-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214271 

LIB314 6-044-Q1-K1-A4 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214272 

LIB3146-044-Q1-K1-A8 

BLASTX 

g2281103 



dlaoi score 


1 OQ 


E value 


1 . Ue-14 


Match lengtn 


34 


% identity 


01 


LNL/D± uescripLioii 


f ACCi 09 ^ "3 ^ ^ CZlnna-n can Ho— 1 "3— ViP"h^i rrl npnci-i H^«;p 




[Arabidopsis thaliana] 


Seq. No. 


91 A 

Zl4z I o 


C ^ j-t TVS 

Seq. ID 




Method 


DT 7\C mv 

BLASTX 


\TpQT f-r 

JNLol bl 


rr9 Qcin Al £ 

gz ;?ou4 / o 


BLAST score 


1/4 


E value 


z . Oe-lz 


Match length 


Q 1 


% identity 


a a 

4 O 


NCBI Description 


(AL022070) vesicle transport v-snare protein 




[Schizosaccharomyces pombe] 


Seq. No. 


Zl4z / 4 


Seq. ID 


LIB3146-044-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


65 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


214275 


Seq. ID 


LIB3146-044-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g296502 


BLAST score 


557 


E value 


1.0e-57 


Match length 


106 


% identity 


99 


NCBI Description 


(X69187) beta tubulin 3 [Anemia phyllitidis] 


Seq. No. 


214276 


Seq. ID 


LIB3146-044-Q1-K1-B12 


Method 


BLASTX 



29861 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3297819 
636 A, 
1.0e-66 
126 
94 

(AL031032) protein kinase 
thaliana] 



like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214277 

LIB3146-044-Q1-K1-B2 

BLASTX 

gl699024 

198 

1.0e-15 

54 

67 

(U78866) 
(U78870) 



genelOOO [Arabidopsis thaliana] >gi_1699057 
unknown [Arabidopsis thaliana] 



beq. No. 




Seq. ID 


t TD01 Ad (~\ A A r\ H 171 TD /~ 

LIBol4o-U4 4-Ql-Kl-Bo 


Mernoa 






gzjoy /do 




O _? -J 


E value 


2.0e-38 


Match length 


114 


% identity 


67 


NCBI Description 


(AJ001304) hypothetical 


Seq. No. 


214279 


Seq. ID 


LIB3146-044-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl399551 


BLAST score 


142 


E value 


5.0e-74 


Match length 


158 


% identity 


97 


NCBI Description 


Adonis vernalis nuclear 




sequence 


Seq. No. 


214280 


Seq. ID 


LIB3146-044-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g457517 


BLAST score 


241 


E value 


2.0e-20 


Match length 


120 


% identity 


42 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(L12579) alternatively spliced [Homo sapiens] 
>gi_4503169_ref_NP_001904.1_pCUTLl_ cut (Drosophila) ■ 
(CCAAT displacement protein) 

214281 

LIB3146-044-Q1-K1-C1 

BLASTN 

g2828184 

39 



■like 1 



29862 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-12 

79 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 

214282 

LIB3146-044-Q1-K1-C2 

BLASTX 

g2688824 

359 

3.0e-34 

100 

74 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 

214283 

LIB314 6-044-Q1-K1-C3 

BLASTX 

g3023961 

642 

2.0e-67 

134 

91 

HOMEOBOX PROTEIN KNOTTED- 1 -LIKE >gi_194 6222_emb_CAA96512_ 
(Z71980) knottedl-like homeobox protein [Malus domestica] 

214284 

LIB3146-044-Q1-K1-C4 

BLASTX 

g3023961 

313 

7.0e-29 

106 

59 

HOMEOBOX PROTEIN KNOTTED-1-LIKE >gi_194 6222_emb_CAA96512_ 
(Z71980) knottedl-like homeobox protein [Malus domestica] 

214285 

LIB314 6-044-Q1-K1-C5 

BLASTX 

g3746069 

154 

4.0e-10 

94 

35 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



214286 

LIB314 6-044-Q1-K1-C8 

BLASTX 

g3080389 

178 

6.0e-13 

106 



29863 



% identity 


59 


NCBI Description 


(AL022603) putative membrane associated protein 




[Arabidopsis thaliana] 


Sea. No. 


214287 


Seq. ID 


LIB3146-044-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


552 


E value 


8.0e-57 


Match length 


121 


% i dpnt it - v 


85 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Sea. No. 


214288 


Seq. ID 


LIB3146-044-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4490728 


BLAST score 


305 


E value 


7.0e-28 


Matph lencrth 


92 


^ identitv 


61 


NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 


Seer. No. 


214289 


Seq. ID 


LIB3146-044-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2832661 


BLAST score 


265 


E value 


3.0e-23 


Match length 


83 


% identity 


64 


NCBI Description 


(AL021710) pherophorin - like protein [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214290 

LIB3146-044-Q1-K1-D3 

BLASTX 

g2507617 

537 

5.0e-55 

139 

73 

(U90341) chalcone synthase homolog PrChSl 



[Pinus radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214291 

LIB3146-044-Q1-K1-D4 

BLASTX 

g730450 

540 

2.0e-55 

120 
88 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_48064 9_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



29864 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214292 

LIB3146-044-Q1-K1-D6 

BLASTX 

g3687250 

360 

3.0e-34 

82 

80 

(AC005169) putative arginine n-methyltransferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214293 

LIB314 6-044-Q1-K1-E12 

BLASTX 

g2764941 

393 

3.0e-38 

90 

73 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214294 

LIB3146-044-Q1-K1-F12 

BLASTX 

gll8825 

149 

1.0e-09 

58 
53 

DNA POLYMERASE 
DNA polymerase 



I (POL I) 
(EC 2.7.7. 



>gi_67054__pir DJECI DNA-directed 

7) I - Escherichia coli 
>gi_424 61_emb_CAA23607_ (V00317) DNA polymerase I 
[Escherichia coli] >gi_147312 (J01663) DNA polymerase I 
[Escherichia coli] >gi_304969 (L19201) DNA polymerase I 
[Escherichia coli] >gi_1790294 (AE000461) DNA polymerase I, 
3» — > 51 polymerase, 5' — > 3 T and 3' — > 5 1 exonuclease 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214295 

LIB314 6-044-Q1-K1-F2 

BLASTX 

g3241943 

149 

1.0e-09 

46 

67 

(AC004625) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214296 

LIB314 6-044-Q1-K1-F3 

BLASTX 

g2950472 

197 

3.0e-15 



29865 



Match length 

% identity 

NCBI Description 



76 
51 

(AL022070) putative autophagocytosis protein 
[Schizosaccharomyces pombe] 





214297 


Sea ID 


LIB314 6-044-O1-K1-F4 


Meat" Vinri 


BLASTX 


NCBI GI 


g3063706 




173 


Hi V CI J- LLC 


1 . Oe-18 


Mat^h 1 pnerth 


59 


% identity 


80 


NCBI Description 


(AL022537) putative protein 




214298 


Seq. ID % " " 


7. T^tl^S - 0 44-01-K1-F6 

Xj lrDeU, ^ \_» vj *± 1 \^X^X--L -.v 




RT a^TY 

Oxxr_.0 1 A. 


NPRT 


y X. U ri *i *± u 


Dlxraox bUUIc 




E value 


z • ue 1j 


Ma +" Vi 1 *-*ti Vi 
net Lv^ii xciiyuii 


19 






MPRT rip^PT"! t*i+" i rsn 




Seq. No. 


214299 




T TR^I A H-l-l-ril -f^l n 




DxxfiO 1 A 


vrpDT PT 


g<_.o :?o u ^_ _7 




j ji 


I_i Vcl.LU.e 


O ♦ U6 jO 


i v ia.L.cri xenytii 


O O 


Sr n /Hen "h "i i~ \7 


o / 


LNLiDl L/CDL-.XL/L-.U11 


\ 1 1 Ji.U J j L-11XUX UpXClO L LXX. VJ LiLJ i 1 L. 




j_ OVJXcLIlLUlL L, LLUtiX. (Jo LUIL J 


Seq- No. 


214300 




T TR^I A — C\AA — Ol —CZl 1 
LliJJl^ O W-L x--L vj-L ± 


iYietnoci 


RT 2. CITY 






DixciO x otUIc 


i fin 


E value 


x • ue~ l J 


Match length 




Sr i Hain't" i ~^\t 
o xucil t — l uy 


*± -7 


LNV_<__}__ L/COLX X^/LXWll 


/n4R0££^ AORP facrri "rH i- <=- ovi i 
\ui juooj f_A_/j_>.£r \ aoLUXJJaLC uaxi 






Seq. No. 


214301 


Seq. ID 


LIB314 6-044-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


727 


E valu£\ 


2.0e-77 


Match length 


139 


% identity 


96 


NCBI Description 


(AF012823) GDP dissociation 



[Schizosaccharomyces pombe] 



34 kD) 



29866 




Seq. No. 214302 

Seq. ID LIB3146-044-Q1-K1-G4 

Method BLASTX 

NCBI GI gl617206 

BLAST score 403 

E value 2.0e-39 

Match length 122 

% identity 66 

NCBI Description (Z72489) CP12 [Pisum sativum] 



Seq. No. 214303 

Seq. ID LIB3146-044-Q1-K1-G5 

Method BLASTX 

NCBI GI g3420055 

BLAST score 416 

E value 7.0e-41 

Match lengths "101 

% identity 79 

NCBI Description (AC004680) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214304 

LIB3146-044-Q1-K1-G6 

BLASTX 

g4335750 

277 

1.0e-24 

78 

59 

(AC006284) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



214305 

LIB314 6-044-Q1-K1-G7 

BLASTX 

g2462746 

359 

3.0e-34 

88 
78 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214306 

LIB3146-04 4-Q1-K1-G9 

BLASTX 

g3702327 

150 

9.0e-10 

92 

41 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214307 

LIB3146-044-Q1-K1-H12 

BLASTX 

g4204793 

597 



29867 



E value 


4.0e-62 


Match lenath 


136 




42 


NCBI Description 


(1752079) P-glycoprotein [Solanum tuberosum] 




£.11 JvO 


Sea. ID 


LIB3146-044-O1-K1-H2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


F va 1 lip 

J_J V CL-I-Li.^ 


1. Oe-10 


Mat rh 1 print hi 


36 


a J. UCJll L. JL l— V 


100 


NPRT Flp^rri nti on 

llvJJli W W J— J- ^ -I* W 1 X 


Xennous laevis rDNA clone 27A6— 1 




X *± J W J 


Sea TD 


LIB3146-044-O1-K1-H3 


Method. 


BLASTX 


NCBI GI 


a4056437 


BLAST score 


410 


E value 


3.0e-40 




120 


Q J.U.CI1LJL 


68 




fAPftnRQQfn 9tr-rmrr <5 i m-i 1 ar i t\r tn PFAM PF OOOfiQ 

\ tt\*r\J KJ J \J ) OLlUiiy O -L1LLJ__LC1J- X U_y L.vJ JT££Tli U £ \J\J\J\J^ 




r>T*otpi n kina<3p HoTiiai n r A"rabi fior^i thai i anal 


OeCJ. 1.MO . 


91 A^i n 


Can- TD 


T.TR31 46-044-01 -PCI -H4 


Method 


BLASTX 


NCBI GI 


g2500574 


BLAST score 


157 


E value 


2. 0e-10 


Match length 


56 


% identity 


27 



NCBI Description 



NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB 4 

>gi_2131274_pir S 66820 heterogeneous nuclear 

ribonucleoprotein HRP1 - yeast (Saccharomyces cerevisiae) 
>gi_1016290 (U35737) nuclear polyadenylated RNA-binding 
protein [Saccharomyces cerevisiae] 
>gi_1420003_emb_CAA99142_ (Z74865) ORF YOL123w 
[Saccharomyces cerevisiae] >gi_1550721_emb_CAA6454 6_ 
(X95258) RNA binding protein [Saccharomyces cerevisiae] 
>gi_1657691 (U38535) Hrplp [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214311 

LIB3146-044-Q1-K1-H5 

BLASTX 

gl22007 

348 

6.0e-33 

93 

75 

HI STONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828__ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 



214312 



29868 



Sea ID 


LIB3146-044-O1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2605932 


BLAST score 


539 


Hi vdiuc 




rid Ui_-±i J-t-iiy L.H 


1 ^4 
i »j *± 








(AF029898) aspartate aminotransferase [Lotus 




214313 


Sea ID 


LIB314 6-044-Q1-K1-H8 


Method 


BLASTX 




a2244900 

V_4 ^* ^ \J \J 


BLAST score 


314 


E value 


2.0e-29 


Ma.toh lenoth 


74 


9c i Honf i +* \t 
x> -HJ.ciiuj.uy 


O 1 


NLDi Description 


f7Q7'^'3£M cimi 1 ari to h\mot h^t i pal oTotein 1 

\ cj / J JO ) oliLlllclX 1 L._y L.\J il^y LJLJ L.llc;l — LUaJL piutCJ.ll J 




Arahi HnnQ i <? f AirabidoDsis thalianal 








T.TR^I 46-044-O1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3294469 


BLAST score 


270 


Hi valUe 


/ Ho— 94 


jxtatcn lencjuu 




ti lueiiLiLy 


0 0 


NTPRT Flo c c*ir i rrl - i r>Ti 


^nftQ'^49^ nhn<?nhnrt1 nrnmnfa 9 f 7p= ma 1 


oeq. lno. 


91 4^1 R 


l_J '•J • XL/ 


LIB314 6-04 6-O1-K1-A1 


Method 


BLASTX 


WPRT 

LMODl Ul 


o^QI 40^9 


BLAST score 


543 


E value 


9.0e-56 


Lid U\_ii icily uii 


1 ^4 

1 Jrt 


15 lUCilLlLy 


o u 


inuoi uescxr ipt ion 


FiKTZi MT QMaTfH RPPaTR PRHTFTNT MCJHfi >rfi 9104R4Q 




ZXfZZX A r jSir^hi Hnn<; iq thai i 3npl 


OctJ • 1NO • 


91 4^1 f> 


uC^« 1 L/ 


LIB314 6-04 6-O1-K1-A10 


Method 


BLASTX 


IN J. ul 


rr9Q94S90 


BLAST score 


628 


E value 


1.0e-65 


L id uoil icily L.11 


1 


^ iQciiLiLy 


Q1 

-71 


LN^-Dl UeoOl 1£> L.1CJI1 


^ iTli U -I. U Z. O jl jJldolua. ILldlLLH cLI Xc lutillloiU piULCJ.ll 




r Arshi doo thsl i pna 1 


Seq. No. 


214317 


Seq. ID 


LIB314 6-046-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g!168251 


BLAST score 


631 



corniculatus ] 



(SIMIP) 



29869 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-66 

135 
87 

PROBABLE CYSTEINE PROTEINASE A4 94 PRECURSOR 

>gi_1076384_pir S46535 probable cysteine proteinase (EC 

3-4.22.-) (clone A1494) - Arabidopsis thaliana (fragment) 
>gi_516865_emb_CAA52403_ (X74359) putative thiol protease 
[Arabidopsis thaliana] 

214318 

LIB3146-046-Q1-K1-A12 

BLASTX 

g2501492 

576 

1.0e-59 

140 

75 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 2 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOS YLTRANS FERAS E 2) >gi_542018_pir S41954 

UTP-glucose glucosyltransf erase - cassava (fragment) 
>gi_453255_emb_CAA54611__ (X77461) UTP-glucose 
glucosyltransferase [Mahihot esculenta] 



Seq. No. 


214319 


Seq. ID 


LIB3146-046-Q1- 


Method 


BLASTX 


NCBI GI 


g!651862 


BLAST score 


196 


E value 


4.0e-15 


Match length 


132 


% identity 


32 


NCBI Description 


(D90900) lysine 


Seq. No. 


214320 


Seq. ID 


LIB3146-046-Q1- 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


236 


E value 


9.0e-20 


Match length 


69 


% identity 


68 


NCBI Description 


(AC006416) ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

214321 

LIB3146-046-Q1-K1-A4 

BLASTX 

g70753 

247 

3.0e-21 

69 
74 

histone H3 - garden pea >gi_82610_pir S00373 histone H3 - 

wheat 



29870 





214322 


Seq. ID 


LIB3146-046-Q1-K1-A6 


Mpthod 


BLASTX 


NCBI GI 


g2323353 


BLAST score 


498 


V T7"P 1 IIP 
J_i VdJ. LiC 


2 Oe-50 


Ma fph 1 cm h 


118 

X X O 


^ -L\j.tsiiL-L uy 


7Q 




f ZXTT0 1 S 8 8 S ^ t hom/an "i din <s vnt ha <?p rPalli^t enhn s fhi npn^i ^1 
\nr uijoo J/ ail Uiivjoy ctiixvxxn n LHaoc lv^clxx io l-c^jiilao uiixiiciioxo j 


Corf KTo 


91 4393 

ill JZ J 


Seq. ID 


LIB314 6-046-O1-K1-A7 


Method 


BLASTN 


NCBI GI 


a3150006 


BLAST score 


111 


E value 


2.0e-55 


Match 1 pnrrth 


119 


2- -1 Hf=»T"l1~ 1 t \7 
O L. J. L, y 


44 


WfRT n^^oy*"? ot "i on 

1.N ^ JD _L UC^UllyUlUll 


PTPSR1 1 1 nhprk • 4870 from* V to* 167234. comDlete 




o o rri lonoo [Zlrahi H O'O Q i a f hp 1 i anal 
DCLjUclluc [ni aJJlUUpoXO Liiaxxaiia j 


Oct] • L\KJ * 


21 4 324 


OCV| • X u 


T.TR31 46-046-01 -Kl -Rl 0 




BLASTX 


NCBI GI 


a3980407 


BLAST score 


151 


E value 


8.0e-10 


i v ici Lou xeiiyuii 


117 

XX/ 


t> xu.oiiL.xt.y 


39 


NCBI Description 


(AL,uu4oox; putative recept,or — liKe proTzem Kinase 




r 7\ v fa V\ t ^ on c? 4- Vi a 1 t ana 1 

Li^X&IJXU.vjpSxo L.Ila.XxclIlci j 


C* /-\ TvTr\ 

o€q» LNO • 


Z x ft O 


O^SV^ • -L LV 


T.TR31 46-046-01 -Kl -"R2 

XlXD J X^ v v T U X LvX XJ£. 


Method 


BLASTX 


NCBI GI 


g2665890 


BLAST score 


378 


E value 


2.0e-36 




90 


o xuciiuxuy 


7Q 


LNV^DX JJcoL-IXpLlUil 


/7Vfr , A'3RQ^4\ pal o ■} i Tm-Ho'nonrloTi "1** nrn't'oi n Vi naco r PyflrTa Ti 3 v 
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cLiictildo o d j 


oeq. wo » 


91 4 "3 9 £ 


uci^ . J. u 


T.TR31 46-046-01 — K'l -R4 


1 1C U-llvsV^L 




NCBI GI 


g4235430 


BLAST score 


248 


J-i v d J. Uc 


*^ 0^—91 




1 98 


S* "i ^"3 i^i i 4* t t 

^ laeriLiLy 


4 8 


NCBI Description 


(AF098458) latex- abundant protein [Hevea brasiliensis] 


Seq. No. 


214327 


Seq. ID 


LIB314 6-046-Q1-K1-B5 


Method ^ 


BLASTX 


NCBI GI 


g4388829 



29871 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



298 

5.0e-27 

136 

47 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite:QDOC50158) and a DDE integrase 
signature motif [Arabidopsis thaliana] 

214328 

LIB3146-046-Q1-K1-B6 

BLASTX 

gl617274 

408 

2.0e-46 

130 

71 

(Z72152) AMP-binding protein [Brassica napus] 
214329 

LIB3146-046-Q1-K1-B7 

BLASTX 

g462195 

381 

8.0e-37 

94 

81 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

214330 

LIB3146-046-Q1-K1-B9 

BLASTX 

g4204313 

277 

1.0e-24 

82 
68 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

214331 

LIB3146-046-Q1-K1-C1 

BLASTX 

g4049349 

212 

6.0e-17 

78 
54 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

214332 

LIB3146-046-Q1-K1-C11 

BLASTX 



29872 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST t score 
E value 



g3334320 
342 

3.0e-32 

66 

97 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p4 0 [Glycine max] 

214333 

LIB314 6-046-Q1-K1-C12 

BLASTX 

gl771778 

338 

7.0e-32 

100 

73 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 

214334 

LIB314 6-04 6-Q1-K1-C3 

BLASTX 

g3024501 

541 

1.0e-55 

131 

80 

RAS -RELATED PROTEIN RAB11C >gi_137014 6_emb_CAA9 8 1 7 9_ 
(Z73951) RAB11C [Lotus japonicus] 

214335 

LIB3146-046-Q1-K1-C4 

BLASTX 

g4139230 

225 

2.0e-18 

81 

52 

(AF109243) mismatch repair protein [Arabidopsis thaliana] 
214336 

LIB314 6-04 6-Q1-K1-C6 

BLASTX 

g629735 

248 

3.0e-21 

71 

66 

fill protein - garden snapdragon >gi_406309_emb_CAA4 0553_ 
(X57296) FIL1 [Antirrhinum majus] 

214337 

LIB314 6-046-Q1-K1-C8 

BLASTX 

gl710780 

355 

9.0e-34 



29873 




Match length 82 
% identity 80 

NCBI Description 40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



beq. wo. 


01 A *3 "3 Q 
Z14 JJO 


beq. lu 


T TDQ1 K A/!£ CM Lfl Q 

lilbol4 b — U4 1>— yl — J\± — 




D±-Lt\0 1 A. 


NCB1 bl 


gozy /oio 


Joijiioi score 


AHA 


lit value 


X • Uc 4 / 




1 ?S 


% identity 


7f\ 
/ U 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


beq. jno . 


z±4 j 


beq. id 


Jj1oJ14 D — U4 0~yi~l\l~JJl 


Metnoa 


BLASTX 


■mytit r*T 
NUril CjI 


gjooyyu / 


BLAST score 


J44 


E value 


2*0e-32 


Matcn lengtn 


1U4 


identity 


/TO 

68 


NCBI Description 


(AFOyloo/) protein translation factor SUli nomoiog 




[Pimpinella brachycarpa] 


Seq. No. 


214340 


Seq. ID 


LIB3146-046-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3212871 


BLAST score 


565 


E value 


2 . Oe-58 


Match length 


loo 


luentity 


/ y 


NCBI Description 


(AC004005) putative translation initiation factor 




[Arabidopsis thaliana] 


Seq. No. 


214341 


Seq. ID 


LIB3146-046-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2497492 


BLAST score 


330 


E value 


9.0e-31 


Match length 


131 


% identity 


58 



NCBI Description URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_165364 6_dbj_BAA18558_ (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214342 

LIB3146-046-Q1-K1-D2 

BLASTX 

g4432854 

267 

2.0e-23 
131 



29874 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(AC006300) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214343 

LIB3146-046-Q1-K1-D4 

BLASTX 

g2660668 

146 

2.0e-10 

78 

41 

(AC002342) unknown protein [Arabidopsis thaliana] 
214344 

LIB3146-046-Q1-K1-D5 

BLASTX 

g3377797 

527 

7.0e-54 

132 

78 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

214345 

LIB3146-046-Q1-K1-D6 

BLASTX 

g4218144 

249 

4.0e-31 

115 
64 

(AJ132398) 
thaliana] 



glutathione transferase, GST 10b [Arabidopsis 



214346 

LIB314 6-046-Q1-K1-D8 

BLASTX 

g2827651 

263 

6.0e-23 

120 

19 

(AL021637) putative protein [Arabidopsis thaliana] 
214347 

LIB314 6-046-Q1-K1-D9 

BLASTX 

g3212871 

659 

2.0e-69 
138 

88 * 

(AC004005) putative translation initiation factor 



29875 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
214348 

LIB3146-046-Q1-K1-E1 

BLASTX 

g3121825 

549 

2.0e-56 

120 

88 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

214349 

LIB3146-046-Q1-K1-E10 

BLASTX 

gll8390 

165 

2.0e-ll 

40 

80 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2144526_pir DCZMP pyruvate decarboxylase (EC 4.1.1.1) 

- maize >gi_22395_emb_CAA42120_ (X59546) pyruvate 
decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214350 

LIB3146-046-Q1-K1-E3 

BLASTX 

g2454184 

212 

6.0e-17 

53 
81 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

214351 

LIB3146-046-Q1-K1-E5 

BLASTX 

gl350720 

393 

3.0e-38 

87 

84 

60S RIBOSOMAL PROTEIN L32 
214352 

LIB3146-046-Q1-K1-E6 

BLASTX 

g4455342 

438 

2.0e-43 

133 

56 

(AL035522) O-methyltransf erase-like protein [Arabidopsis 



29876 




thaliana] 



Seq. No. 


214353 


Seq. ID 


LIB314 6-04 6-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2352084 


BLAST score 


385 


E value 


3. Oe-37 


Match length 


110 


% identity 


72 


NCBI Description 


/ FJQ fi 61 "3 } qpr*i n p / j~Y\ rpnn i tip kins^p f Ar^hi fiords i <? 1~hAliana.l 

\ U -/ U W X J / O J — L XX \3 / L.XX-I_\>^ii-l_XXO IvXlluOC |_ ill QJJ J_ HU^/ Jlu j 


Seq. No. 


214354 


Seq. ID 


LIB314 6-04 6-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3451074 


BLAST score 


549 


E value 


2 Oe-56 


Match length 


131 


?; i dent* it v 


76 


NCBI Description 


/ AL031 ^2 6 ^ "Dii1"a1~ ivp Drntpin X Atsoi donQ thsl i ansl 

\ liU W J- w> — V / U t— CX L» -X. V ^ Iw' Vj* L.^X1I |_ l^J_ CIX_/ _i_ ^X^W O J_ L. HQ _l t_ dX XCL J 


Seq. No. 


214355 


Seq. ID 


LIB314 6-04 6-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


196 


Hi V CI _L Li.™ 


4 np-1 s 


M^^on 1 pnath 

XXd _1-^XXU Lll 


136 


% identity 


39 


NCBT np^rrinti nn 






1 "i anal 


Seq. No. 


214356 


Seq. ID 


LIB3146-04 6-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


a3927836 


BLAST score 


371 


E value 


1 . Oe-35 


Match length 


94 


% ideni~it"v 


71 


NCBI Description 


/APfjnS7?71 unknown nrntpin rArshi Hnn^i «; i~hal"ianal 


Seq. No. 


214357 


Seq. ID 


LIB314 6-04 6-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


a2431 769 


BLAST score 


240 


J_i v a.±ut; 


o • ue _ u 


Match length 


107 


% identity 


50 


NCBI Description 


(U62752) acidic ribosomal protein Pla [Zea mays] 


Seq. No. 


214358 


Seq. ID 


LIB314 6-04 6-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2244973 



29877 




BLAST score 


380 


E value 


1.0e-36 


Mr3l"ph 1 pnrrt*h 


135 


& i dpnt "i "l~ v 

O XUuilLX 1^. y 


61 


NCRT Hp^i pti nt "i on 

INWJJl J—/ O ^ J LU LJ. Vil 


(7. Q7 "3 4 H ^ QiTTi"il^r* H i*t"\7 "ho pyfpn q-i n pi aqq 1 r*iY*ot* pi n 

\ i-l Zs 1 \J J O _L11L J LGi L 1— <— A Uv11qJ.11 vi-Uuo X ^Jl U LCi.il 




[Arabxdopsis thaliana] 




91 4^3 


Seq. ID 


LIB314 6-^04 6-01-K1-F9 

■J— 1 J_ i-J «^ X T \J \/ W ^ J. J- V J. J_ _y 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


413 


JmJ V u — 1- vl w 


2 Oe-40 


Ms 1~ phi 1 pntrhh 


129 


?; "i npn t "i 1" v 


69 


NCBI Description 


fAC005170} unknown nrntpi n r ATahi Hoo^i <=; 1~h3 1 i ana 1 


Qarj Mr) 

k_> ™ . IN W • 




Seq. ID 


LIB3146-046-O1-K1-G1 


Method 


BLASTX 


NCBI GI 


Q2267567 


BLAST score 


395 


E value 


2.0e-38 


Match length 


87 




86 




fTXPiifiQflflX^ it 1 w/"*' i no — ti /~i Vi DM 71 V\ t n nrr tt\ v o +■ o n n "1 T Do lav* /~\r , t i 1 1 m 
J/ yiyOluc iJ.v_Il I\LNri U_Lll(J._LIiy O L.C-LXJ, X {_ ire JLciX yOIll Uill 








w WC J-1X j_ C C vj Uil± U.1LI IIUX LU1 LU1.L J 


O Civ_£ . IN U • 








Method 


BLASTN 


NCBI GT 




BLAST score 


44 


E value 


2.0e-15 


M^"t~r , V , » 1 PT) rri~ h 

1 Jd L. I XCll^ Lll 


79 


3; n Hpnt" "i 1" v 


90 


HpRT DpQrr'i tvI~ n on 


7\ "1 H/^tiq "i Q fVial "i ana PlMZi r*Tn vomo o riTina /J TiZif* 1 nno ITT Q T7 1 
rli ctiJJ.iJ.\jpoXo UlldXiclilcl UVin Ulli UIUO o UIUc r± / £5riL/ ClOIlc r IOEjJ 




fESSAII nroi^ri-) 




91 4 o fro 


Spa TD 


T.TR^I 4^-04^-01 -K1 -frS 


Method 


BLASTX 


NCBI GI 


g2245135 


BLAST score 


423 


F 1 lip 

J— i V Ctl U. C 


1 Dp— 41 


licli-^ii xeiiy uii 


11^ 

XX J 




D / 




^7. Q7^44^ n\7T*i/^ii~ hpf" i nal nrnt" oi n f E rahn Hnno i o fhal i anal 
^tij / Jrii / ii_y L-iiC UlLal piULclli L^X cliJX(j.(Jjpo X o LllclX laild J 




91 4^^"^ 


Seq. ID 


LIB314 6-04 6-01 -K1-G6 


Method 


BLASTX 


NCBI GI 


g2129942 


BLAST score 


404 


E value 


2.0e-39 


Match length 


105 



29878 



% identity 

NCBI Description 



67 

cathepsin B-like cysteine proteinase (EC 3.4.22.-) 
tobacco 



- Aztec 



Seq. No. 


214364 


q^rr Tn 

OC^ ■ J. LS 


T.TR31 46-046-O1-K1-G7 


ft/To +- Vj 
L v ifci LIKJvX 




MPDT (IT 


rr^77 6^77 


RT.AP.T qrnrp 


440 


Hj Vd.JLU.fc? 


X * UC *± O 


ixiac.cn lengLu 


XZ y 








^ ^iv-* u u J J 0 u y i^i£.n^iZ. . £.^± \^s\±. au j. 010 l.iiqj — lcliici j 


Seq. No. 


214365 






rue txiuu. 




in^dx ul 






421 


Hi ValUc 




lxiaxcn xen.yT.ii 


ft Q 


& 1 HpTI +- n +- tt 

o lucni — l c _y 


89 J 


Mp'D T Flo cpri "Pif" "i on 


f AT. 0*3 ^4 4 01 nhi rnn H n - li Vp nr , n't"P"i n f Ay^hn Hnn^ i 9 rVi^li^Tisl 


oeq. v\o • 




Seq. ID 


LIB314 6-046-Q1-K1-H3 


Method 


BLASTX 


JNUoX (al 


g 0 j j^iz y y 


ojjAbi score 


1 QQ 

±0 y 


E value 


0 . Ue-14 


rid L oil xexiy lii 


41 


% identity 


yj 


NCBI Description 


DTS/^TT 1 A O/'MUFTJ 1 A T DO A O TTD TTNT T I" 1 / T 1 T C*TK T 1 7\ T VT 1 T rMnr^DTT "DT 1 T T\TS. C IT 

JrKUl LAoUMiti, /iXirnA oUdUNII tlXlUij 1 XUAlAXil 1 iliNJJvJJriijir 1 XUi-iohj 




^L/i v iirijJljA J^UJJrrl^i oUioULNXl/ -^gx ZOXOZXX eiCLQ U>Lrt./fi/^0 \ XIIjj? 




px U L.cdLovJlUt; dxpila. oU.JJU.ilX L. i. Xiy OUptiX oluUIl co^UXtill L. LUtlJ 


Seq. No. 


214367 


Seq. ID 


LIB3146-04 6-Q1-K1-H5 




DT AC TV 


JNL-rsi bX 


gz j / u jiz 


jDjurio i score 


1 


E value 


x . ue-jo 


Match length 


IOC 

XZD 


% identity 


T Q 

/ y 


1M\_/.DX JJtJo I— J- -L^ L_L vJIl 


/A.TOfinQQR^ Hns.T-l -i Ifp n-rni-p-i n rMpHi r^rrn q^t-tt7?i1 ">rr-i "39090 
\riU UU U 27 JO } JJIlciu XXJs.t? piUuclil L i ltitJ.Xv_*dy U odLXVdJ /yi JiUiu 






Seq. No. 


214368 


Seq. ID 


LIB3146-04 6-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g464981 


BLAST score 


155 


E value 


1.0e-14 


Match length 


63 


% identity 


73 



NCBI Description UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 



29879 



ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214369 

LIB314 6-046-Q1-K1-H7 

BLASTX 

gl369981 

193 

1.0e-14 

103 
37 

(X95609) mec-8 [Caenorhabditis elegans] 

>gi_3874374_emb_CAB02754_ (Z81037) similar to mecanosensory 
gene mec-8; cDNA EST EMBL:T00424 comes from this gene; cDNA 
EST yk494al0.3 comes from this gene; cDNA EST yk333all.3 
comes from this gene; cDNA EST yk505hl0.3 comes from this 
gene; cDNA EST yk2... >gi_3877217_emb_CAB03111_ (Z81084) 
similar to mecanosensory gene mec-8; cDNA EST EMBL:T00424 
comes from this gene; cDNA EST yk4 94al0.3 comes from this 
gene; cDNA EST yk333all.3 comes from this gene; cDNA EST 
yk505hl0.3 comes from this gene; cDNA EST yk2 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214370 

LIB3146-046-Q1-K1-H8 

BLASTX 

gll71866 

296 

8.0e-27 

60 

88 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282__emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214371 

LIB3146-047-Q1-K1-A1 

BLASTX 

g417154 

628 

9.0e-66 

129 

94 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214372 

LIB3146-047-Q1-K1-A10 

BLASTX 

gl843527 

372 

8.0e-36 

101 

74 

(U73747) annexin [Gossypium hirsutum] 



29880 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214373 

LIB314 6-047-Q1-K1-A11 

BLASTX 

g4008159 

664 

5.0e-70 

131 

92 

(AB015601) DnaJ homolog [Salix gilgiana] 
214374 

LIB3146-047-Q1-K1-A12 

BLASTX 

gll73256 

381 

9.0e-37 

97 

80 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 8 8 7 3 9_emb_CAA5 5 8 8 2_ 

(X7 9300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214375 

LIB314 6-047-Q1-K1-A6 

BLASTX 

g3098571 

221 

5.0e-18 

94 

44 

(AF04 9028) BURP domain containing protein [Brassica napus] 
214376 

LIB3146-047-Q1-K1-A9 

BLASTX 

g3122703 

297 

6.0e-27 

80 

75 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 

214377 

LIB3146-047-Q1-K1-B1 

BLASTX 

g4049354 

172 

3.0e-12 

45 
78 

(AL034567) glycine hydroxymethyl trans f erase (EC 
2. 1.2.1) -like protein [Arabidopsis thaliana] 



Seq. No. 



214378 



29881 




Seq. ID 


LIB3146-047-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl66949 


BLAST score 


208 


E value 


9.0e-25 


Match lencrth 


139 


% identity 


43 


NCBI Description 


(M32885) cvtochrome P-450LXXIA1 fcvn71Al) TPersea 




aitiericana] 


Seq, No. 


214379 


Seq. ID 


LIB3146-047-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4455202 


BLAST score 


375 


E value 


4 . Oe-36 


Match length 


106 


Sr i H*2>ni~ "i t \/ 

O ±UCUL1 Ly 


61 


NCBI Description 


(AL035440) putative APG protein [Arabidopsis thaliana] 


Sea. No. 


214380 


Seq. ID 


LIB3146-047-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4522007 


BLAST score 


195 


R 1 hp 

J-J V CI _l_ L*L \^ 


6. 0e-15 


Match lpncrth 


103 


% "i rl^nt" *i t v 

O J- k^Lv^ll l_ J. L. _y 






( 7\r* d Cl*J 0 £ Q \ nn lfnrMAin nrnt" ci n r Zl r*a V\ i H nn c-i <2 f h a 1 n anal 






Sea ID 


LIR^I 46-047-01 -K1 -FH 


Method 


BLASTX 


NCBI GI 


g417821 


BLAST score 


623 


E value 


4 . 0e-65 


Match length 


131 


% identity 


88 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 




(STEAROYL-ACP DESATURASE) >gi_322725__pir S31959 




apw] _ Tapvl -PSTTI PT-DTntPl Til H *3 a. +"11 T^* <5 fa (WC 1 14 QQ £ \ 
d V— <-^y -i- [ ^ — Jl OClJ. J — LCI .b*^ U J UCOdUUi-CloC ^ £_i \_/ X.X^x._7-7.\J/ 




flax >ai 2268? emb fAASO^Qfi (YlClQfc?) arvl - 1"^ rvl -r-^ rrv 








Hpqafiiraqp FTtlTlllTTl 11 1 +" 3 +" "i «5 «J 1 TTinTin 1 
UCOGLUiaDC l_ XJ_i.llLU.LL UOX L,d L.J-00 _I_11L LULL J 




91 4 ^89 


Seq. ID 


LIB314 6-047-O1-K1 -B6 


Method 


BLASTX 


NCBI GI 


g445S246 


BLAST score 


150 


E value 


5 . 0e-10 


Match length 


36 


% identity 


75 


NCBI Description 


(AL035523) putative protein [Arabidopsis thaliana] 


Seq. No. 


214383 


Seq. ID 


LIB3146-047-Q1-K1-B7 



29882 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3695061 

537 

4.0e-55 

124 

84 

(AF064788) 
japonicus] 



rac GTPase activating protein 2 [Lotus 



214384 

LIB314 6-047-Q1-K1-C2 

BLASTX 

gl22085 

503 

4.0e-51 

119 

85 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_2O253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi__169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M774 94) histone H3 
[Petroselinum crispum] >gi__169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

214385 

LIB314 6-047-Q1-K1-C4 

BLASTX 

g2088658 

309 

2.0e-28 

113 

60 

(AF002109) unknown protein [Arabidopsis thaliana] 
214386 

LIB3146-047-Q1-K1-C5 

BLASTX 

g2088658 

219 



29883 



E value 6.0e-18 

Match length 87 

% identity 54 

NCBI Description (AF002109) unknown protein [Arabidopsis thaliana] 



Seq. No. 


214387 


Seq. ID 


LIB314 6-047-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3075395 


BLAST score 


562 


E value 


5. Oe-58 


Match length 


138 


% identity 


77 


NCBI Description 


(AC004484) nodulin-35 horaologue [Arabidopsis thaliana] 


Seq. No. 


214388 


Seq. ID 


LIB3146-047-O1-K1-D1 


Method 


BLASTX 


NCBI GI 


a4220463 


RT.AST ^rnvf* 

DLlflvJ 1 Duvl C 


J w u 


T7a 1 no 
i-> v a j. Lie 


*j • u c z. o 


Matph 1 f^nrrth 


76 


% identity 


76 


NCBI Description 


(AC006216} This a^np i<? rnt" off r Ar^bi HnncH c* i ^n^l 


Seq. No. 


214389 


Seq. ID 


LIB314 6-047-Q1-K1-D10 


Mpt hod 


RLASTX 

U J_Ll1lJ x /\ 


NCBI GI 

L\ w U J_ Vj X. 


y " u " y " J 




J Ji 


E value 1 


4 . Oe-31 


i ici l. on x. ny L-ii 


94 


O _i-V^LCL L L> X. I- V 


69 


NCBI Dpscri r>t i on 


TUBULIN ALPHA CHAIN >rn 48 6R47 nir 9^69^9 tnhnl-rn alnh 




chain - almond >gi 20413 emb CAA47635 (X67162) 




alpha-tubulin [Prunus dulcis] 


Seq. No. 


214390 


Seq. ID 


LIB3146-047-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2493694 


BLAST score 


262 


E value 


8.0e-23 


Match length 


107 


% identity 


53 



NCBI Description PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PS 1 1 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 214391 

Seq. ID LIB3146-047-Q1-K1-D3 

Method BLASTX 

NCBI GI g2829927 

BLAST score 313 

E value 7.0e-29 

Match length 115 



29884 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AC002291) Unknown protein [Arabidopsis thaliana] 
214392 

LIB3146-047-Q1-K1-D4 

BLASTX 

g464840 

723 

7.0e-77 

138 
98 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha- 1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Corf TvFj^i 

oeq . ino . 


91 A ^ 


oeq. id 










gj 000 110 


BiiAbi score 




Ej Value 


.7 • Uc DD 




1 "5 R 
1J J 


*o lUcilLlLy 


JU 


tNuoj. uescription 


\£\o££. ft u / o ; nypocnecicax proLein LDiassica 


Seq. No. 


214394 


oeq. 1U 


T Tmi A £> — C\ A 1 — rii — I<f 1 _p,Q 

lidji^d / yi J\i uy 


jxie lhoci 


olirio 1 A 


INUdI (al 


gooooiio 


iJiiHoi score 


yi fl9 


E value 


o . ue ou 


Match length 


loo 


9r i £>-r\ 4- i 4-tt 

15 icier! l. it y 


o u 


Wf"*RT Ho c* r* Y* "i T*i+" t r\T\ 




Seq. No. 


214395 


Seq. ID 


LIB3146-047-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


382 


E value 


7.0e-37 


Match length 


78 


% identity 


95 


NCBI Description 


ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 




(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) (0SE1 




(U09450) enolase [Oryza sativa] 


Seq. No. 


214396 


Seq. ID 


LIB3146-047-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


305 


E value 


7.0e-28 


Match length 


101 


% identity 


59 



NCBI Description (AF053746) dormancy-associated protein [Arabidopsis 



29885 



thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 


214397 


Seq. ID 


LIB3146-047-Q1-K1-E7 


L v lC LliUU. 


DUAu X i\ 


MpDT PT 
IMLDl O J. 


rr94fi7f)fi8 
u / u o o 


idj_lH.oi score 


97ft 

Z / O 


ill V ul LiC? 


1 . Oe-24 


riaLCii iciiyLii 


QQ 






LN J_) _L UCOl 1 — LUU±UU 


(AJ001911) putative Ckc2 [Arabidopsis thai: 


Seq. No. 


214398 


Seq. ID 


LIB3146-047-Q1-K1-F10 


Lit? U 1 lVwl 


RT.A9TX 






DT 7\ C T 1 orriro 


ST ft 


Hj vdlUc 


7 np-^ 

/ • uc J J 


L v iaLcn ienyu.n 


IIJ 


% identity 




V7 *Q T T™ 1 ! 4a. et /-t v* -i y\ +■ -i An 

iNL-Ol LM^SClip LlUJU 


^nDU 1^7 *± / ^ VO^_yir [ vitia J_ctJJcij 


Q £2. M/^i 

oeq. in o . 


Z l*i -J _3 .7 


Seq. ID 


LIB3146-047-Q1-K1-F11 


Method 


BLASTX 


MPDT PT 

INUDl bl 


rr1 fiftfifl79 

y i oo o u / z 


biuAbi score 


oUz 


E value 


1 . U6~DZ 


ixiciLcn ienyL.n 


1 "37 


% identity 


7 7 


NCBI Description 


iu^ijoy) Dioiiin noiocarooxyiase syntnetase 




f ha 1 "i anal 


Seq. No. 


214400 


Seq. ID 


LIB314 6-047-Q1-K1-F2 


1. It: LllVjvJ. 








"DT ACT cnrwA 

jdLlH.0 i score 


9SH 


E value 


1 Do— 91 
1 • US Z 1 


Ma ten reng m 




% identity 


DO 


\Tf"*RT n ^ o v* -i v"\+* t s~\t\ 
LNODl UebLIipCiUIl 


\ U J ?U / Z ) riuor\lrZiJ |_ **1 cUJ 1 o -L o Liici-L -Ldlicl J 


Seq. No. 


214401 


Seq. ID 


LIB3146-047-Q1-K1-F3 


i v ie unoa 


RT ZXCITV 


iNLs-Dl bl 


rrA 1 H R77 9 
y ft 1UO / / Z 


BLAST score 


49 J 


E value 


7.0e-50 


Match length 


110 


% identity 


46 


NCBI Description 


(AF049917) PGP9B [Petunia x hybrida] 


Seq. No. 


214402 


Seq. ID 


LIB3r*46-047-Ql-Kl-F5 


Method 


BLASTX 



29886 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g267120 
434 

6.0e-43 

132 

67 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 



oeq • 1NU * 


91 44D*3 
Z X ft ft U j 


Q&n TV) 






Diino x x\ 




JUQO / VJ *i 


BLAbi score 




E value 


2.0e~18 


Match length 


57 


% identity 


70 


NCBI Description 


(AF049236) i 


Seq. No. 


214404 


Seq. ID 


LIB3146-047 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


272 


E value 


5.0e-24 


Match length 


101 


% identity 


57 


NCBI Description 


FERREDOXIN 




ferredoxin- 



unknown [Arabidopsis thaliana] 



-Q1-K1-F7 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214405 

LIB3146-047-Q1-K1-F8 

BLASTN 

g4454587 

33 

6.0e-09 

164 

84 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM f complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214406 

LIB3146-047-Q1-K1-G11 

BLASTX 

g729252 

170 

3.0e-12 

63 
52 

CYTOCHROME B5 >gi_167140 
oleracea] >gi_384338_prf_ 
oleracea] 



(M87514) cytochrome b-5 [Brassica 
_1905426A cytochrome b5 [Brassica 



Seq. No. 
Seq. ID 
Method 



214407 

LIB314 6-047-Q1-K1-G12 
BLASTX 



29887 



NCBI GI 


cr3641837 


BLAST score 


487 


E value 


3.0e-49 


Match length. 


125 


%, \ rlpnt l 


74 


KTPRT Dp ^ct"\ nt "i on 


(AL023094} Nonclathrin coat 




\_ £±J- CLi~/J-\jL\S £S -L. O LilClJ LdllUJ 


Spa No 


214408 


Seq. ID 


LIB3146-047-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2262149 


BLAST score 


188 


FI va 1 hp 


3 . Ge-14 


Mai" phi 1 print?! 

J. id L. Oil 1C11U Lll 


81 




57 


NCBI Description 


(AC002330) LUMINIDEPENDENS ' 


Can No 


214409 


Seq. ID 


LIB314 6-047-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl00294 


BLAST score 


313 


E value 


8.0e-29 


Match length 


134 


% identity 


33 


NCBI Description 


ribonucleoprotein B, 29K - 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_l 413 5_emb_CAA4 3 4 2 8_ 
[Nicotiana sylvestris] 

214410 

LIB3146-047-Q1-K1-G5 

BLASTX 

g2190007 

162 

4.0e-ll 

127 
31 

(AB004109) 
griseus] 



wood tobacco 
(X61114) 29kD B ribonucleoprotein 



phosphatidylserine synthase II [Cricetulus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214411 

LIB3146-047-Q1-K1-G6 

BLASTX 

g2827559 

271 

6.0e-24 

128 

46 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

214412 

LIB3146-047-Q1-K1-G7 

BLASTX 

gl21353 



29888 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



361 

2.0e-34 

102 

73 

GLUT AMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

( GLUTAMATE -AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor , 
chloroplast - kidney bean >gi_21005_emb_CAA31234_ (X12738) 
GS precursor protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214413 

LIB3146-047-Q1-K1-H10 

BLASTX 

g3176690 

673 

5.0e-71 

132 

96 

(AC003671) 
cerevisiae, 



Similar to ubiquitin ligase gbJD63905 from S. 
EST gb R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 


214414 




Seq. ID 


LIB3146-047-Q1 


-Kl-Hll 


Method 


BLASTX 




NCBI GI 


gl350720 




BLAST score 


146 




E value 


2.0e-13 




Match length 


79 




% identity 


57 




NCBI Description 


60S RIBOSOMAL 


PROTEIN 


Seq. No. 


214415 




Seq. ID 


LIB3146-047-Q1 


-K1-H5 


Method 


BLASTX 




NCBI GI 


gl350720 




BLAST score 


455 




E value 


2.0e-45 




Match length 


111 




% identity 


77 




NCBI Description 


60S RIBOSOMAL 


PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214416 

LIB3146-047-Q1-K1-H6 

BLASTX 

g4406819 

216 

2.0e-17 

87 

52 

(AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214417 

LIB3146-047-Q1-K1-H8 

BLASTX 

gl362066 

159 



29889 



II 



E value 
Match length 
% identity 
NCBI Description 



9.0e-ll 

49 

61 

small GTP-binding protein - garden pea 

>gi_871510_emb_CAA90080__ (Z49900) small GTP-binding protein 
[Pisum sativum] 



Qprr No 


214418 


Seg. ID 


LIB3146-048-Q1-K1-A12 




BLASTX 


NPRT (IT 




BLAST score 


486 


E value 


4 . Oe-49 


Match length 


125 


% identity 


74 


NCBI Description 


hypothetical protein 


O L£ • L>i \J • 


21 441 Q 


Qorr Tn 
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jDLi/ioi score 




E value 




Mr3"f~ph 1 f a rifi"l~h 


52 


% identity 


65 


NCBI Description 


(AF001308) predicted « 




thaliana] 


Seq. No. 


214420 


Seq. ID 


LIB3146-048-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4415931 


BLAST score 


437 


E value 


2.0e-43 


Match length 


121 


% identity 


67 



[Arabidopsis 



NCBI Description 



(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214421 

LIB3146-048-Q1-K1-A9 

BLASTX 

gl345785 

554 

4.0e-57 

108 
98 

CHALCONE SYNTHASE 1 ( NARINGENIN-CHALCONE SYNTHASE 1) 
>gi_567935__dbj_BAA05640_ (D26593) chalcone synthase 
[Camellia sinensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214422 

LIB3146-048-Q1-K1-B1 

BLASTX 

g950299 

702 



29890 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-74 

134 

95 

(L4 6792) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 

214423 

LIB3146-048-Q1-K1-B10 

BLASTX 

g629483 

186 

6.0e-14 

112 

41 

gene 1-Sc3 protein - European white birch 

>gi__534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322j?rf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

214424 

LIB3146-048-Q1-K1-B11 

BLASTX 

gl21353 

187 

2.0e-14 

69 
51 

GLUT AMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234_ (X12738) 
GS precursor protein [Phaseolus vulgaris] 

214425 

LIB3146-048-Q1-K1-B4 

BLASTX 

gl871192 

185 

8.0e-14 

61 

66 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



214426 

LIB3146-048-Q1-K1-C1 

BLASTX 

g3717946 

328 

1.0e-30 

110 
62 

(AJ005901) vagi [Arabidopsis thaliana] 
214427 

LIB314 6-048-Q1-K1-C10 
BLASTX 



29891 





gl70753 




BLAST score 


384 




E value 


5.0e-60 
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LNUDX JJS5CX ip LlOIl 


(M95819) initiation factor (iso)4F p28 subunit [Triticum 




aestivum] 
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INJwD X -UcoLI iptiun 


(AF093630) 


60S ribosomal protein L21 [Oryza sativa] 


beq. NO. 


214429 




beq. ID 


LIB3146-048 


-Q1-K1-C2 




BLASTX 




NCBI GI 


g2506277 




rsLAbi score 


437 




E value 


2.0e-43 




Match length 
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% identity 


88 




inudx uescriprion 


RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT PRECURSOR (' 


KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 




(U21139) chaperonin precursor [Pisum sativum] 


Seq. No. 


214430 




beq. iu 


LIB3146-048 


-Q1-K1-C3 


LYiex-noci 


BLASTN 




NCBI GI 


g3821780 




BLAST score 
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Hi VdlUu 
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^ lQentiiy 


100 




jlNoox uescripuion 


Xenopus laevis cDNA clone 27A6-1 


beq. jno. 


214431 




oeq. xu 


LIB3146-048 


I-Q1-K1-C5 


L v lc L.11UU. 


BLASTX 




INt^-DX \JJ- 


g4406777 




BLAST score 


238 




E value 


5.0e-20 




Match length 


45 




% identity 


96 




NCBI Description 


(AC006532) 


putative zinc-finger protein [Arabidopsis 




thaliana] 




Seq. No. 


214432 




Seq. ID 


LIB3146-048 


I-Q1-K1-C6 


Method 


BLASTX 




NCBI GI 


gl001955 




BLAST score 
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E value 


7.0e-45 
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BLAST score 
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E value 
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beg. no. 


91 A A*Z£ 
Z 14 4. JO 


(_? C . X J_/ 


T.TR^I 4 6-04fi-Ol -K1 -HI 9 

iJlDJll \J \J *± O \/ X X\X X 


Kit? LlltXl 


olxriO 1 A 


NPRT RT 


a?1 1 7796 

U_.ll / / ZL. vj 


RT.A^IT cj^nya 
DUriul ooUiC 


1 69 
X u__. 


Hi VctXUt? 


4 Ho— 1 1 
ft . Uc 11 


Match length 


32 


% identity 


91 


NCBI Description 


1 / 4~alpha~glucan branching enzyme (EC 2.4.1.18) isoforin 




SBE2 . 1 precursor ~ Arak>idopsis thaliana (fraginent} 




>gi 619939 (U18817) starch branching enzyme class II 




rflyahi Hnnsi q +"ha 1 i ana 1 
[rtxauxuupoio uiidxxciiicij 


oeq • ino . 


91 A A "37 
Z 14 4 o / 


q prr Tn 

Ocvji X U 


T TR?1 4 6— 04 P— HI — Pfl — n9 

ijlJDOlfiO UftO J\l L/Z 




DliilO 1 IN 


KfpRT (IT 
IN OlJ X *JTX 




BLAST score 


53 


E value 


6.0e-21 


Matcn xengtn 


Tin 


% identity 


90 


NCBI Description 


Medicago sativa mRNA for putative arginine/serine-rich 




splicing factor 




29893 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214438 

LIB3146-048-Q1-K1-D4 

BLASTX 

gl001955 

417 

5.0e-41 

113 
74 

(U19099) unknown protein [Lycopersicon chilense 



] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214439 

LIB314 6-04 8-Q1-K1-D5 

BLASTX 

g3834321 

297 

6.0e-27 

61 

97 

(AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb__AC004481 . [Arabidopsis 
thaliana] 



Seq. No. 


214440 




Seq. ID 


LIB3146-048-Q1-K1-D8 


Method 


BLASTX 




NCBI GI 


g4056488 




BLAST score 


392 




E value 


5.0e-38 




Match length 


86 




% identity 


77 




NCBI Description 


(AC005896) 


unknown protein [Arabidopsis thaliana] 


Seq, No. 


214441 




Seq. ID 


LIB3146-04S 


J-Q1-K1-E1 


Method 


BLASTX 




NCBI GI 


g3341681 




BLAST score 


567 




E value 


1.0e-58 




Match length 


129 




% identity 


89 




NCBI Description 


(AC003672) 


small GTP-binding protein [Arabidopsis 




>giJ741994_ 


_prf 2008312A GTP-binding protein [Aral 




thaliana] 




Seq. No. 


214442 




Seq. ID 


LIB3146-04E 


i-Ql-Kl-Ell 


Method 


BLASTX 




NCBI GI 


gl20673 




BLAST score 


544 




E value 


7.0e-56 




Match length 


134 




% identity 


78 





NCBI Description 



GLYCERALDEHYDE 
>gi_66013_pir__ 
dehydrogenase 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
_DEPJG glyceraldehyde-3-phosphate 
(EC 1.2.1.12) - garden petunia 



29894 



>gi_20551__emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 



Seq. No. 


214443 


Seq. ID 


LIB3146-048-Q1-K1-E12 




BLASTX 


KIPRT (IT 




DxirlO 1 ouUIc 


^ \j 


J-j val Lit: 


1 Oe-18 

X • V x u 


rid UOii Xdiy L-ii 


125 


15 XUtsIl L-L Uy 




NPRT np^rri r>t*i on 


(AC007047) unknown protein 


Dcq • INvJ • 


91 4444 




IllDJllU V *± U StfX i\J- LjI 






NCBI GI 


g399940 


BLAST score 


532 


T** fra "I i ■> o 
Hi v a. _l Lie 


2 . Oe-54 




X J 0 


S- -! #"1 tfi t"\ i -l-tT 

lueriLiLy 


7fi 


Kir^R T DpQpri-n1"inri 


MITOCHONDRIAL HEAT SHOCK 70 




-^gi XUUUUt piX DijUyJ HcaL. 








nrnf oi n T PVi a opol no vn 1 rrP> t* i q 

UL U LCX1X [rilaOCUXUO VLlJ.yciJ.-LO 


Seq. No. 


214445 


Seq. ID 


LIB3146-048-Q1-K1-E6 


i v iex.noQ 


JDXarlo 1 A 




rr4 9 ^"^70^ 
yftZ Dj / U j 


rsiiAoi score 


1 po 
J-O 0 


vaxue 


o • ue xft 


waLCn xengun 




t> identity 


74 


NPRT D^scrint ion 


(AC006223) hypothetical pro 


Seq. No. 


214446 


Seq. ID 


LIB3146-048-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2119045 


BLAST score 


211 


E value 


5.0e-19 


Match length 


79 



KD PROTEIN PRECURSOR 



(X66874) 70 kDa heat shock 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 

214447 

LIB314 6-048-Q1-K1-F10 

BLASTX 

g3023685 

358 

2.0e-40 

131 
65 

EN0LASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 



29895 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 
>gi_1041245_emb_CAA63121__ (X92377) enolase [Alnus 
glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214448 

LIB3146-048-Q1-K1-F11 

BLASTX 

g82426 

683 

3.0e-72 

137 

59 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

214449 

LIB3146-048-Q1-K1-F6 

BLASTX 

g4559358 

369 

2.0e-35 

89 

78 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214450 

LIB3146-048-Q1-K1-F9 

BLASTX 

gl36739 

662 

9.0e-70 

138 

93 

UTP—GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l~phosphate uridyl yltransf erase (EC 2.7.7.9) 
potato >gi_218001__dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

214451 

LIB314 6-048-Q1-K1-G10 

BLASTX 

g4538927 

238 

5.0e-20 

80 

56 

(AL049483) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214452 

LIB3146-048-Q1-K1-G11 

BLASTX 

gl657950 

627 

1.0e-65 



29896 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
89 

(U73467) 



MipE [Mesembryanthemum crystallinum] 



214453 

LIB314 6-048-Q1-K1-G3 

BLASTX 

g3478700 

390 

8.0e-38 

89 

84 

(AF034387) AFT protein [Arabidopsis thaliana] 
214454 

LIB314 6-048-Q1-K1-G6 

BLASTX - 

gl00226 

249 < 

3.0e-21 

129 

42 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Ly'copersicon 

esculentum] >gi_4 45619jprf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

214455 

LIB314 6-048-Q1-K1-G8 

BLASTX 

g3738309 

338 

1.0e-31 

93 

70 

(AC005309) unknown protein [Arabidopsis thaliana] 
214456 

LIB3146-048-Q1-K1-G9 

BLASTX 

g577503 

376 

4.0e-36 

134 

57 

(L377 90) cationic peroxidase [Stylosanthes humilis] 
214457 

LIB314 6-048-Q1-K1-H12 

BLASTX 

g3319882 

616 

2.0e-64 

130 
92 

(AJ004 960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



29897 




Sea No 


214458 


Seq. ID 


LIB3146-048-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl008904 




71 8 

/ XO 


Hi V CL-L UC 


J * Uc / u 




1 "36 

1JU 




96 


NIP Vi. T Plo o t~ i Y^+* "i An 


/ T 4 XflQfl i vt 7 1 1 n/iari QnnAl"T3rio n \ ^ t/^i /~\ cu 1 ^ o ^ [ Tv /-NT's aflrtl i ityi tyi ti - i ■ 
V IjIOU ; Ay XUy xUCall cIlUULiallo y-LyL.Uby_La.oc [ I X OpacO-LUITl maj 


Seer No 


214459 


Seer TD 


T,TR^1 46-04R-O1 -K1 -H6 


Method 


BLASTX 


NCBI GI 


g217855 


RLAST srnre 


498 


"P* 173 1 no 

J_j VdJ-Uc; 




naLUll _l_ tJliy Ull 


1 ^4 




7S 


NJPRT riOQpr"in'i" , i An 

W^DJ. UCOUilJJUJ-Ull 


/ D ft 0 ""7 1 C\\ hoaf — chnpV rirn'hci'i n r Z_ v* a V~\ -I nr> o ~i a +-ha 1 ■? ana 1 
\U\J\J 1 X\J } IlcaL bllvJUJs. pXUUclIi [nldJjluOpolb lc-llc-Iid. J 


O ~ v-^ • InvJ • 


91 4-46D 


Sea TD 


T.TR^I 46-04R-O1 -K1 -HQ 

XlXOJX^xU ut U V_/ X i\x n _7 


Method 


BLASTX 


NCBI GI 


g2894601 


DJurio i score 


i/f 


E value 


o . ue— ij 


. ixiaLcn xengun 


y / 




41 


rj^oj. uesciTipuion 


viiJbU-cicjo y j putanve protein [Araoiuopsis tnananaj 




91 44 61 


Sea ID 


T,TR?1 4fi-049-O1 -FC1 -Al 


MptTn nH 




NCBI GI 


g99749 




JUT 


E value 


7.0e-35 


Match length 


106 


o X Ll^SI 1 L X L. y 






pxUJ^cl__yxfcJ bt-X-LIlc/ L-IlIcvJlllIlc bpcClIlC prOuSlTl KlUaoc _rillrJ\Dfi 




-c./.i. / HraDiaopsis L.na±iana 








L-ttXalJlQOpSlS cnallailaj 


O fc3 y • IN U • 


4_. Xft D_i 




T.TR^I 46-049—01 -VT1 -A4 
XiXJj-JX'iu U.j ^x !\x rifl 


i. it; liiuu 




NPRT CT 

_\\_^I_>X Ul 


rr1 0R69 ^9 


RTiA^T Qfnro 

DUnul OL-UIC 








Match length 


125 


% identity 


54 


NCBI Description 


sucrose cleavage protein - Potato >gi_707001_bbs_157 931 




(S74161) sucrolytic enzyme/ ferredoxin homolog [Solanum 




tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 




[Solanum tuberosum] 



29898 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214463 

LIB314 6-049-Q1-K1-A5 

BLASTX 

gll8514 

243 

1.0e-20 

45 

100 

TURGOR- RESPONSIVE PROTEIN 26G >gi_100051_pir S11863 

aldehyde dehydrogenase homolog - garden pea 
>gi_20681_emb_CAA38243_ (X54359) 508 aa peptide [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214464 

LIB3146-049-Q1-K1-A8 

BLASTX 

gl619946 

203 

7.0e-16 

89 

46 

CU71300) snRNA activating protein complex 50kD subunit 
[Homo sapiens] >gi_4097682 (U66413) proximal sequence 
element-binding transcription factor beta subunit [Homo 
sapiens] >gi_4507105_ref_NP_003075 . l_pSNAPC3_ small nuclear 
RNA activating complex, polypeptide 3, 50kD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214465 

LIB314 6-049-Q1-K1-B1 

BLASTX 

g3122258 

371 

1.0e-35 

90 

81 

EUKARYOTIC TRANSLATION INITIATION FACTOR 6 (EIF-6) (B4 
INTEGRIN INTERACTOR) (CAB) >gi_2809383 (AF022229) 
translation initiation factor 6 [Homo sapiens] 
>gi_2910997_emb_CAA72243_ (Y11435) b4 integrin interactor 
[Homo sapiens] >gi_3335506 (AF047433) b(2)gcn homolog [Homo 
sapiens] >gi_4504771_ref_NPJD02203. l_pITGB4BP_ integrin 
beta 4 binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214466 

LIB314 6-04 9-Q1-K1-B10 

BLASTX 

g3236235 

490 

1.0e-49 

127 

72 

(AC004 684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



214467 

LIB314 6-049-Q1-K1-B11 



29899 



Method. 


BLASTX 


NCBI GI 


g488571 


BLAST score 


246 


K v a 1 n p 

J— 1 V UXLl^ 


6. Oe-21 


Maffh 1 o*nrri-H 

l id L ICIIU L.11 


52 




92 


NCBI Description 


(U09462) histone H3.2 [Medicago sativa] 


O • IN (J • 


91 446R 


Seq. ID 


LIB314 6-04 9-O1-K1-B12 

XJ J- i-> *J X. T \J \J ^ _/ ^ X. JL v X. J— ' X 


Mpt hnd 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


545 


W 1 H O 
Hi V aXUC 


5 Oe-56 


Maf ph 1 ortn"t*h 


1 98 


9- -5 /-Jon "h* *i +* \r 


o u 


NTPRT np^pri nfi nn 


frT37f)fifM a r* n r*hi a t p nproxida^p TGn^^ vDiuin hirsutum.1 

\ U / y y v j cl o o ^— ' j_ xj d *w ^> ^ x, WAXUO ^ |_ « o o x. ixj.ll iij. j> u la l» lull j 


Con KTri 


91 446Q 


Spa TD 


LIB3146-04 9-O1-K1-B3 

XJ J. LJ^J X ~ v \J ± S ^ X. J.\.-l_ XJ ^* 


Mpl-linH 


BLASTN 


NCBI GI 


a3335331 


BLAST score 


76 


E value 


1.0e-34 


1 iQ. L. 1 XCliU Lll 


156 


2- -l H an "h i ~^\t 
0 XtJ.CLlL.Xt_Y 


o / 


"NT f"" 1 "D T" r^i r> c> v* n "H t /*"\ n 

lnuidx uescripiion 


SvaKi ^/"\r*L oto 4- Vi o 1 Tana ~v r\Tt\ r~\ c; /~mti a 1 D7\P T 1 Q T7 1 ^ cjo <ti ion O 
rirat)lU.Opo-Lb LIia±±aiia CIlXUlllUbUlLLc X Dri^ IOC J ocm-ltriiOtS/ 




prtmri 1 of- o o o rri i o?n c o T A t^V^ i H nTi qi Q fh^ 1 i ana 1 


oeq. ino . 


91 4470 


JC^ • J. 


T.TFm 46-f)4Q-Ol -K1 -R7 


ftff/*^ +- V"\ /-I 
irlfci LllULl 


RT a^TY 










T* 1 tt^ 1 no 
£j v ai LLC 




Match length 


138 


% identity 


61 


KIPRT n^cjr'T'i "n+" i on 

i.M \_s i_J _L J-j" »3 O w J L k-» L. -1- V./ 1 i. 


ADP ATP PARRTKR PROTKTN 1 PRRPtTR^OR fADP/ATP TRANSLOCASE 




fADFNTNF NrTfT.FOTTDF TR AN9T.OPATOR 1^ fANT 1^ >rri 9463664 




^2iTT , n0^4QQ^ a/^onnno mini onfi Ho f van c 1 nnafny 1 r C2.f~\ c* cs \rr*\ n l itti 
^rir UUD^i O j } aUcIllllc IlULlcOLluc LlaliolULaLvJl X [ ovJo-t>y^JX LXltL 




hir^iitiTml 

L1XJ. ij U 1— UXILJ 


Dcq • I\0 • 


91 4471 

^Xfi /X 




T.TR31 4n"-fi4Q-f)1 -K1 -Rfi 


Met* hod 


BLASTX 


NrRT (IT 


rr9l 7SRQ3 


BLAST score 


230 


E value 


4.0e-19 


Match length 


86 


15 XvJ.ti.Li LX Ly 


JJ 


in^ox uescnpLion 


psp uxciyxproxyx l&onicrabe \Jiiv^ o.z.x.oj h. iilxulclii 




>gi 44Ubi^/ go AAUiyyuD (ArxU4Uiz; pepriayx - proxyx 




cis-trans isomerase E [Homo sapiens] 


Seq. No. 


214472 


Seq. ID 


LIB3146-049-Q1-K1-B9 


Method 


BLASTX 



1) 



29900 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455129 
160 

7.0e-ll 

60 
53 

(AF127761) ribonucleoprotein ZRNP1 [Homo sapiens] 
214473 

LIB3146-049-Q1-K1-C10 

BLASTX 

g2943792 

665 

4.0e-70 

134 

83 

(AB006809) PV72 [Cucurbita sp.] 



214474 

LIB314 6-049-Q1-K1-C11 

BLASTX 

g3402758 

157 

2.0e-10 

93 

43 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214475 

LIB314 6-049-Q1-K1-C3 

BLASTX 

g3721926 

333 

4.0e-31 

81 

83 

(AB017480) chloroplast FtsH protease 



[Nicotiana tabacum] 



214476 

LIB3146-049-Q1-K1-C4 

BLASTX 

g3193314 

379 

2.0e-36 

136 

55 

(AF069299) contains similarity to Arabidopsis scarecrow 
(GB:U62798) [Arabidopsis thaliana] 

214477 

LIB3146-049-Q1-K1-C5 

BLASTX 

g4406780 

527 

6.0e-54 

128 
81 



29901 



NCBI Description 



(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 


214478 


Seq. ID 


LIB3146-049-Q1-K1-C6 


Mpthod 


BLASTN 


NCBI GI 


al8058 

\J -U V w w 




65 


E value 


4.0e-28 


MA'hr'hi 1 pncrth 


77 




96 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


214479 


Seq. ID 


LIB3146-049-Q1-K1-C8 


Method 


BLASTX 


NCRT GT 


a4204575 




270 


E 1 IIP 
X-J VCLJ-UL^ 


9. Oe-24 


net t^ii xcLiyL.ii 






63 


SifCBI Description 


CAF098510) cytochrome b5 DIF-F [Petunia x hybrida] 


Seq. No. 


214480 


Seq. ID 


LIB3146-049-Q1-K1-C9 




BLASTX 


MfRT (IT 


a?662415 

y 4. uyAi x j 


n I inn X O LUI t; 


173 


TT -tra 1 11 P 


2 . Oe-12 


L v ld.LOil XtJllLj L.I1 




•6 icieriuit-y 


*j *± 




(U97494) metallothionein-like Drotein TPrunus armeni 


Seq. No. 




q prr t n 
Ocy. x u 


T.TR^I 4fi-D4Q— Ol -K1 -HI 0 


Method 


BLASTX 


NCBI GI 


g3334405 




438 


Hi V clX L1C 


X . uc *± o 




117 




7ft 


1NODX Ueo(_-x Xp LXUil 


vAr*nm\AR atp ^ynftha^f 9TTRrTNTT f fv— atpase e subuntt) 


">rH 99fi7Rfi"3 /APnOQ^^ftl vaninlar FN — ATPa«?e snbunit E 

j-*yx / JO J \ -t\E u U .? J J u ^ v uL>uu -Lcix n i xt. i rcioc »-> w lix i_ j_i 




rftn^^vni nTin hi i T^ntninl 


5?Pf7 Nn 

tu> *3 \J . • 


214482 


Seq. ID 


LIB3146-049-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4335755 


BLAST score 


231 


E value 


3.0e-19 


Match length 


115 


% identity 


48 


NCBI Description 


(AC006284) putative hydroxyproline-rich glycoprotein 




[Arabidopsis thaliana] 



Seq. No. 



214483 



29902 



Seq. ID 


LIB314 6-049-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2894610 


BLAST score 


318 


E value 


2.0e-29 


Match length 


78 


% identity 


72 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


214484 


Seq. ID 


LIB314 6-049-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2262113 


BLAST score 


318 


E value 


2.0e-29 


Match length 


84 


% identity 


70 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


214485 


Seq. ID 


LIB314 6-04 9-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


391 


E value 


6. Oe-38 


Match length 


127 


% identitv 


61 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana 




214486 


Seq. ID 


LIB3146-04 9-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g99600 


BLAST score 


674 


E value 


3.0e-71 


Match length 


126 


% identitv 


99 


NCBI Description 


chlorophyll a/b-binding protein - upland cotton 


Seq. No. 


214487 


Seq. ID 


LIB314 6-049-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2865522 


BLAST score 


34 


E value 


1.0e-09 


Match lenath 


42 


% identity 


95 


NCBI Description 


Lavatera thurinaiaca cold reaulated LTCOR18 (LtCorl81 




coiriplete cds 


O C • « 


?1 448R 


Seq. ID 


LIB3146-04 9-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


347 


E value 


8.0e-33 


Match length 


89 



29903 



% identity 

NCBI Description 



80 

heat shock protein 70 - rice (fragment) 
>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Sea No 


214489 


Qf^rr TO 


T.TFm 46— 04Q-D1 -Kl -F9 


M^1~ VioH 

1 i™ L.11UU 


RLA^TX 
p j-irio x /\ 


NCBI GI 


Q4490295 






7** \tz* 1 no 

Hi val LiC 




Match 1 pnrrth 


92 


% identity 


37 


NCRT Dpqrr *i nt i on 


( AT t f)'3 i:: i67R 1 hvnnf hpfi r^l nrntpi n rArahi Hnn<? 

V -TUJ \J *J *J \J / U j ll^y^JVJ UllC I — LV^CL-L £JJ_ LCJ.il [HI aJJ±UUpo 


Seq. No. 


214490 


Seq. ID 


LIB3146-049-Q1-K1-E7 


Mat \\ c\r\ 
l it? L.11VJU. 


RT A9TY 

JDXaMO X A. 


NPRT f^T 

LNL.D1 ul 


rrl 1 6Q1 9fl 
y X X O :?X_» 0 


Diirio i score 


79 ^ 


E value 


o . ue ju 


ftyt ^■4~ j~i Vi i ^ t-* /^r 4- Vi 
xxictxcii xengta 


o o 


% identity 






o£jr\XlNl_/ X ni\l_i(JlNXiN£i XrKUXJliXLN J\XlNH.O£_ L-1KX /yl X 




PXULclIl KXila&e L-^*^ciOXClOpSXS LnaXlallaJ -^y^- 




protein kinase [Arabidopsis thaliana] 


oeq. wo. 


91 A A Q1 

ZX44 yx 


q firr T r\ 

oeq. lu 


XXdjI^D ? yX AX £i0 


Method 


DT i\o nnv 


nprt ax 


rrdl 09600 
yiiu^ouu 


rJijAoi score 




E value 


o . ue— jo 


J. icl L. i_.I1 lcllU Lu 


Q7 




82 


NCBI Description 


(AF013467) ARF6 rArahidonsiq tha 1 i ana 1 


Seq. No. 


214492 


oeq. XL/ 


T TR*31 A H4 Q— Pil — Tf1 — TT1 1 

iiXooXft d U4t y- y X X\X*~r XX 


i v ie cnoci 


rSXiHo X A 


KrnDT pt 
1NODX ul 


gooyou oi 


ioj_iH.o i score 


ZD/ 


E value 


^ . ue— z J 


iYiar.cn xengtin 


X^o 


^ lUcilLXLy 


X 




V rir uu*i/0O^ IctU Ul rabt; auLl VaL Xliy piULcXIl c. 




japonicus] 


Seq. No. 


214493 


Seq. ID 


LIB3146-049-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g2656028 


BLAST score 


35 


E value 


3.0e-10 


Match length 


75 


% identity 


87 



[Lotus 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



29904 



MNF13 



Seq. No. 


214494 


Seq. ID 


LIB314 6-04 9-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2813966 


BLAST score 


149 


E value 


1.0e-09 


Match length 


94 


% identity 


38 


NCBI Description 


(Z97053) placental prot< 




>gi 4545219 gb AAD22448. 




saoiens 1 


Seq. No. 


214495 


Seq. ID 


LIB3146-049-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3033384 


BLAST score 


294 


J_l V uxuv 


1 Oe-26 


Match length 


11 


% identitv 


6$ - 


X>M V^f J_ O J- -1— Ks L# -J- I***/ X X 


(ACQOdP^ft) nut-ative CTP 


Seq. No. 


214496 


Seq. ID 


LIB3146-04 9-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3980378 


BLAST score 


630 


R 1 HP 

111 VQXUC 


5 Oe-66 




131 


% identity 


87 




( APOfiaSfil ^ r>ntat-iv^ RNA 
^ i-io uui Jul | puLaLi.vc 




■FVtal "1 anal 


Seq. No. 


214497 


Seq. ID 


LIB314 6-04 9-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2507443 


BLAST score 


262 


E value 


6.0e-23 


Match length 


95 


% identity 


79 



Diff33 [Homo sapiens] 
(AF112227) TDE homolog [Homo 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) (23 
KD CALLUS PROTEIN) (P23) >gi_1675196 (L47968) callus 
protein P23 [Pisum sativum] 

214498 

LIB3146-04 9-Q1-K1-G7 

BLASTX 

g2911068 

411 

2.0e-40 

85 
86 

(AL021960) G10 - like protein [Arabidopsis thaliana] 



29905 



O » IN \J . 


214499 


Sea ID 


LIB3146-049-Q1-K1-H1 


lie L lion 


BLASTX 


NCBI GI 


g3327271 


BLAST score 


422 


F 1 no 
ill V a. J. LLC 


1 . Oe-41 




109 

J. U _7 


2t n Han't" t +* 
•6 KacliX x L- y 


70 




(AB016000) PKn2 [Ipomoea nil] 


Corf Mn 
o©q • LnU . 


914 roo 


OfcS\^ • X U 


LIR314 6-04 9-O1-K1-H12 




RT.A^TX 


NCBI GI 


gll61167 


BLAST score 


314 


d ValUc 


7 . Oe-29 




Ivl 










Qarr Kin 
Ocy • ViO • 


Ll 1 ! JWl 


<5o.rr T-FV 


LIB314 6-049-01-K1-H2 




BLASTX 


NCBI GI 


g4455351 


BLAST score 


172 


Zi VcLILIg 




Match, length 


4 P 


% identity 


DO 






oeq. no. 


Z 1*1 




T.TR31 4 6-04 9-01 -K1 -H3 




LJXJT1.0 X 


NCBI GI 


g3024126 


BLAST score 


631 


E value 


4.0e-66 


Match length 


139 


%. identity 


89 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 



(METHIONINE 

ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214503 

LIB3146-049-Q1-K1-H5 

BLASTX 

gl25887 

168 

8.0e-12 

93 

37 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 



214504 



29906 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-049-Q1-K1-H9 

BLASTX 

g2623618 

145 

4.0e-09 

123 

32 

(AF028243) GTPase activating protein RanGAPl 
[Strongylocentrotus purpuratus] 





21450S 


Seq. ID 


LIB3146-050-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


41 


Hi v a J. LLC 






71 




Qn 


NIP "R T np^pri rif"i on 


^ o ^ t\~~\ cian m R NT Z\ for HMft!— 1 1 n Vo nrnfoi ti 
o^_y.L>vr;ciii mrvrv.tt. iui nnu j_ ixa.c jjiulcxh 








T.TR^I 4 6.-0^-01 -K1 -A1 1 


Mpthod 


BLASTX 






LJ±JC\iD ± OUUIC 




E value 


3. Oe-20 


Match length 


100 


% identity 


56 


NCBI Description 


(AL035524) putative protein [Arabidopsis 


Seq. No. 


214507 


Seq. ID 


LIB3146-050-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g!22070 


BLAST score 


291 


E value 


2.0e-26 


Match length 


79 


% identity 


77 


NCBI Description 


HI STONE H3 >gi 82483 pir A25564 histone 




>gi 169793 (M15664) histone 3 [Oryza sat. 




(U25664) histone H3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214508 

LIB3146-050-Q1-K1-A3 

BLASTX 

g2493321 

248 

1.0e-21 

53 

83 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi_2129952_pir S66353 L-ascorbate oxidase (EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



214509 

LIB3146-050-Q1-K1-A4 



29907 



Method. 


BLASTX 


NCBI GI 


g2335100 


BLAST score 


352 


E value 


1.0e-33 


Match lencrth 


87 


% identity 


72 


NPRT Doqrri nt "i on 

1*1 \w/ LJ -X- l_/^h?V**J LL/ Vil 


(AC002 339) unknown Drotein TArabidoosis thalianal 




214510 


Seq. ID 


LIB3146-050-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


409 


E value 


2 . Oe-40 


Match lpncrth 


95 




82 


NCBI Description 

X H \*s -L X-/ J— J- VJ L« -X. X 1 


(AC007 017) outative RNA helicase A fArabidoDsis thaliana 




214511 


Seq. ID 


LIB314 6-050-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


3&&21780 ' 


BLAST score 


36 


E valup 


2 . Oe-ll 


Match 1 pnrfth 


36 




100 




ypnnDn^ 1 apvi r*nNA pi nnp 97A6— '1 




91 4^1 9 


Seq. ID 


LIB314 6-050-O1-K1-A7 


Method 


BLASTN 


NCBI GI 


g4098126 


BLAST score 


70 


R 1 1 1 f* 

i—i v axuv 


1 . Oe-31 


L Id XCll^ L.XX 


70 




1 on 


NCBI Description 


Gossvoium. hirsutum sucrose svnthase inRNA, oartial cds 

Uvu u y yx luu x x *x* a» <j la l^ v^lx Lt *j la j- *j v»#* w yii i^iiwm v xllx\xtix^x^ mux l« a>l^ a> l*%pAm 










Method 


BLASTX 


NCBI GI 


a3367568 


BLAST score 


515 


E value 


1.0e-52 


Match 1 en n't h 


107 


& "i H^Ttt 1 1 \/ 

O XuCi 1 L ± L y 


87 




( ZiT. n ^ 1 1 ^ R ^ nrnt" V "i — 1 i r~^7~r^i~ tt\ [ At^ W i Hnri9 i ^ 

^ r \ 1,1 U J X X J J y piULCXli jS. J_ 1 1 CJ. O XX J\C ^/1U LCXH Liii. QJJXU.U^/ij _L O 




ths 1 i ana 1 


OC^. IN (J • 


X 4 J X fi 


Sea ID 


LIB314 6-050-O1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl052956 


BLAST score 


179 


E value 


2.0e-13 


Match length 


42 


% identity 


76 



29908 



.NCBI Description (U39747) high mobility group protein 2 HMG2 [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214515 

LIB3146-050-Q1-K1-B7 

BLASTX 

g3935169 

250 

1.0e-21 

55 

89 

(AC004557) F17L21.12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214516 

LIB3146-050-Q1-K1-B8 

BLASTX 

g4335750 

178 

3.0e-13 

52 

58 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
tittduiggaa-l 



oeq • INO * 


Ol A c -i 7 


oeq • ± u 


T TP^l A fi — n RH— m —Wl —PI 
iilDJiy D UOU yi J\l 


Method 


BLASTX 


NCBI GI 


g!332579 


BLAST score 


O *7 *7 

377 


sl vaxue 


i . ue~ 


Match length 


80 


% identity 


9 


NCBI Description 


(X98063) polyubiquitin 


Seq. No. 


214518 


Seq. ID 


LIB3146-050-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4138581 


BLAST score 


284 


E value 


1.0e-25 


Match length 


96 


% identity 


55 


NCBI Description 


(X98474) mitochondrial 




tuberosum] 


Seq. No. 


214519 


Seq. ID 


LIB3146-050-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2244993 


BLAST score 


217 


E value 


8.0e-18 


Match length 


87 


% identity 


55 


NCBI Description 


(Z97341) similarity to 




[Arabidopsis thaliana] 


Seq. No. 


214520 


Seq. ID 


LIB3146-050-Q1-K1-C8 



[Solanum 



AMP-activated protein kinase beta 



29909 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3643090 

306 

1.0e-28 

94 

64 

(AF075582) 



protein phosphatase-2C; PP2C [Mesembryanthemum 



crystallinum] 
214521 

LIB3146-050-Q1-K1-C9 

BLASTX 

g4115377 

253 

6,0e-22 

105 

45 

(AC005967) unknown protein [Arabidopsis thaliana] 
214522 

LIB314 6-050-Q1-K1-D1 

BLASTX 

g2462763 

140 

7.0e-09 

89 

40 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

214523 

LIB3146-050-Q1-K1-D11 

BLASTX 

gl30720 

210 

4.0e-17 

85 

47 

PROTEOLIPID PROTEIN PPA1 >gi_101508_pir A34 633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 

214524 

LIB3146-050-Q1-K1-D12 

BLASTX 

g3249084 

411 

2.0e-40 

105 
31 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



29910 



Seq. No. 


214525 


Seq. ID 


LIB3146-050- 


Method 


BLASTX 


NCBI GI 


g3063471 


BLAST score 


301 


E value 


1.0e-27 


Match length 


82 


% identity 


67 


NCBI Description 


(AC003981) 3 


Sea. No. 


214526 


Seq. ID 


LIB3146-050- 


Method 


BLASTX 


NCBI GI 


gl!5492 


BLAST score 


387 


E value 


8.0e-38 


Match length 


75 


% identity 


51 


NCBI Description 


CALMODULIN- 




calmodulin- 




214527 


Seq. ID 


LIB3146-050 


Method 


BLASTX 


NCBI GI 


g3882171 


BLAST score 


148 


E value 


9.0e-10 


Match lencrth 


51 




49 


NCBI DpscriDtion 


(AB018268) 


kJ ~ \-£ . LN • 


214528 


Seq. ID 


LIB3146-050 


Method 


BLASTX 


NCBI GI 


Q3894171 


BLAST score 


357 


E value 


3.0e-34 


Match lencrth 


87 


% t Hpni" "i t v 


72 


NPRT De*^ nriot ion 


(AC005312) 




thaliana] 


Seer No 

iJC^ • LIU • 


214529 


Seq. ID 


LIB3146-050 


Method 


BLASTX 


NCBI GI 


g452357 


BLAST score 


165 


E value 


9.0e-12 


Match length 


44 


% identity 


82 



-D8 



NCBI Description 



(Z29591) guanine nucleotide regulatory protein [Vicia faba] 

>gi_1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 



Seq. No. 
Seq. ID 
Method 



214530 

LIB314 6-050-Q1-K1-E11 
BLASTX 



29911 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
~_ Seq. ID 
O Method 
y3 ■. .NCBI. GI 
dl ' v " .ffl&Sf: score- , 
m - ' E value 
^ Match length 
J; % identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI^GI 
BLAST score 
E value 




g2760326 
154 

2.0e-10 

78 

41 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
214531 

LIB3146-050-Q1-K1-E2 

BLASTX 

g2809326 

365 

4.0e-35 

92 

79 

(U72663) uricase II [Phaseolus vulgaris] 
214532 

LIB3146-050-Q1-K1-E5 
BLASTX 

g303742 - '< 

263 t - ' . 

3.0e-23 * 

55 

96 

(D12544) GTP-binding protein [Pisum sativum] 

>gi_738936_prf 2001457D GTP-binding protein [Pisum 

sativum] 

214533 

LIB3146-050-Q1-K1-E6 

BLASTX 

g2980793 

349 

3.0e-33 

85 

73 

(AL022197) putative protein [Arabidopsis thaliana] 
214534 

LIB3146-050-Q1-K1-E9 

BLASTX 

gl778093 

341 

3.0e-32 

83 

77 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

214535 

LIB3146-050-Q1-K1-G1 

BLASTX 

gl706107 

166 

8.0e-12 



29912 



Match length 72 
% identity 61 

NCBI Description CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_1143709 (U13630) chloroplast phosphate/triose-phosphate 
translocator precursor [Brassica oleracea] 



Qnrr NT r\ 


91 4 c i?fi 

ill J JU 




T.TM1 4fi-fi c iO-Ol -K1 -G12 




RT.A^TN 

-Q.LLtt.t_> X iN 










Hj value 


1 • Uc 1Z. 


rjax.cn j.eny in 




9- i Honf i 't'v 


o o 


INV^OJ. UcbUIipLlUIl 


Zirah-i Hnn«;i <? 1- h £i 1 "i a n ^ DMA r , hr , n"mr> c ?nTinp 4. Pi clone M7J2 




(ESSAII project) 


oeq, JNO . 


Zl*t J J / 


beq. lu 


t th"5i a ^-.n^ri- m — Tfi — r*9 


Method 


OT 7\ OTV 


Nbr>I bl 


gJUU4 0DU 


l&bAbi -^gqe© 


^ / 1 . 


E value 


4 . (Je-z4 


Match length 


£7 


% identity 


7 £ 


NCBI Description 


(AC003673) putative ATP binding protein [Arabidopsis 




thaliana] 


Seq. No. 


^140oo 


Seq. ID 


i_ilnJ14 D-UOU-yi - J\l _ bD 


Method 




JNbJ3± bl 


g4 4UD /0 j 


L-JLAbi score 


1 QQ 

±0 0 


E value 




i v iaT-cn xengtii 




% identity 


62 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


beq. wo. 


Ol 4 c; 0 q 


Seq. ID 


t tdii yi c ocn r\i t^i r" Q 
LlrSol4 b-UoU-\*>l— Kl by 


ric Liiuu. 


OJ-irlO 1 A 


NbBI bl 


g4 4 O / 14 / 


BLAST score 


zoti 


E value 




riai.cn lengun 


Q9 

yz 


-6 lUciiLiiy 


RR 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


214540 


Seq. ID 


LIB314 6-050-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4262149 


BLAST score 


334 


E value 


2.0e-31 


Match length 


83 


% identity 


75 


NCBI Description 


(AC005275) putative xyloglucan endotransglycosylase 



29913 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214541 

LIB3146-050-Q1-K1-H11 

BLASTX 

g2244993 

189 

1.0e-14 

74 

57 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

214542 

LIB314 6-050-Q1-K1-H2 

BLASTX 

g2642157 

401 

2.0e-39 

84 

83 

{AC003000^ ankyrin-likejproteln [Arabidopsis - thaliana] 
214543 

LIB3146-050-Q1-K1-H5 

BLASTX 

g3643090 

372 

5.0e-36 

94 

74 

(AF075582) protein phosphatase-2C; 
crystallinum] 



PP2C [ Me s embr y ant hemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214544 

LIB3146-050-Q1-K1-H7 

BLASTX 

gl22070 

394 

1.0e-38 

79 
100 

HI STONE H3 
>gi_169793 



>gi_82483_pir A25564 histone H3 - rice 

(M15664) histone 3 [Oryza sativa] >gi_940018 



(U25664) histone H3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214545 

LIB3146-051-Q1-K1-A1 

BLASTX 

g4210504 

469 

4.0e-47 

134 
69 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 



29914 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214546 

LIB3146-051-Q1-K1-A2 

BLASTX 

gl856971 

249 

2.0e-21 

53 
92 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214547 

LIB3146-051-Q1-K1-A3 

BLASTX 

g3264828 

624 

3.0e-65 
124 
98 

(AF072404) 
hirsutum] 



cotton fiber expressed protein 1 [Gossypium 



Seq. No. 


214548 


Seq. ID 


LIB3146-051-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4467095 


BLAST score 


280 


E value 


6.0e-25 


Match length 


132 


% identity 


43 


NCBI Description 


(AL035538) putative protein [Arabidopsis 


Seq. No. 


214549 


Seq. ID 


LIB314 6-051-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3947448 


BLAST score 


158 


E value 


9.0e-ll 


Match length 


117 


% identity 


36 


NCBI Description 


(AL033535) cDNA EST yk301fl.5 comes from 




EST yk475f6.3 comes from this gene; cDNA 




comes from this gene; cDNA EST yk475f6.5 




gene; cDNA EST yk499g5.5 comes from this 




[Caenorhabdi. . . >gi_3947543_emb_CAA88952_ 




yk301fl.5 comes from this gene; cDNA EST" 




from this gene; cDNA EST yk301fl.3 comes 




cDNA EST yk475f6.5 comes from this gene; 




comes from this gene [Caenorhabditi 


Seq. No. 


214550 


Seq. ID 


LIB3146-051-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl666173 


BLAST score 


443 


E value 


4.0e-44 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk499g5.5 



29915 



Match length 

% identity 

NCBI Description 



94 
94 

(Y09106) transcription factor [Nicotiana plurabaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214551 

LIB314 6-051-Q1-K1-B12 

BLASTX 

g4115940 

242 

2.0e-20 

101 

44 

(AF118223) contains similarity to sugar (and other) 
transporters (Pfam: PF00083, score=20.4, E-2.6e-06, N=l 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214552 

LIB314 6-051-Q1-K1-B4 

BLASTX 

g3297819 

654 

8.0e-69~ 
130 
94 

(AL031032) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214553 

LIB3146-051-Q1-K1-B7 

BLASTN 

g2062705 

37 

2.0e-ll 

50 
40 

Human butyrophilin (BTF5) 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214554 

LIB314 6-051-Q1-K1-B9 

BLASTX 

g4406766 

181 

2.0e-13 

71 

49 

(AC006836) 
thaliana] 



putative flavonol sulfotransferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214555 

LIB3146-051-Q1-K1-C12 

BLASTX 

g2738998 

507 

2.0e-51 

134 

76 

(AF022458) CYP98A2p [Glycine max] 



29916 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214556 

LIB3146-051-Q1-K1-C4 

BLASTX 

gl351856 

332 

2.0e-31 

69 
91 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbit a sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214557 

LIB3146-051-Q1-K1-C5 

BLASTX 

g441457 

624 

2.0e-65 

116 

97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214558 

LIB3146-051-Q1-K1-C6 

BLASTX 

gll9355 

301 

2.0e-27 

71 

85 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 

[Zea mays] 



Seq. No. 


214559 


Seq. ID 


LIB3146-051- 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


346 


E value 


1.0e-32 


Match length 


94 


% identity 


69 


NCBI Description 


(AC005970) , 


Seq. No. 


214560 


Seq. ID 


LIB3146-051 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


657 


E value 


4.0e-69 


Match length 


133 


% identity 


97 


NCBI Description 


(AF007581) 



-C8 



cytoplasmic malate dehydrogenase [Zea mays] 



29917 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214561 

LIB314 6-051-Q1-K1-D12 

BLASTX 

g3540184 

513 

3.0e-52 

133 

72 

(AC004122) Similar to endoxylanases 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

: Seq.- No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



214562 

LIB3146-051-Q1-K1-D2 

BLASTX 

g3413424 

274 

3.0e-24 

113 

43 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 
214563 

LIB3146-051-Q1-K1-D3 

BLASTX 

gl702983 

233 

3.0e-24 

98 

59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 


214564 


Seq. ID 


LIB3146-051- 


Method 


BLASTX 


NCBI GI 


g2271477 


BLAST score 


587 


E value 


6.0e-61 


Match length 


124 


% identity 


91 


NCBI Description 


(AF009631) < 


Seq. No. 


214565 


Seq. ID 


LIB3146-051 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


444 


E value 


2.0e-44 


Match length 


94 


% identity 


90 


NCBI Description 


ENOLASE (2- 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 
(U09450) enolase [Oryza sativa] 



(0SE1) >gi_780372 



29918 





214566 


Seq. ID 


LIB314 6-051-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4218187 


BLAST score 


251 


E value 

J— 1 V d _L. LA \^ 


1 . Oe-21 


lid L. Oil xui iy L. 1 1 


82 


S; i H on t *i 1~ v 


39 


NPRT Dpsrr i t~>t Ion 

X » n«/ J- J-*/ \^*» ^ X* _X_» k*/ ^ w X X 


(AJ010165) leghemoglobin activating factor [Glycine max' 




214567 


Sea. ID 


LIB3146-051-Q1-K1-E3 


Method 


BLASTX 


NCRT GT 


a2995990 


RT.AST ^rore 


244 


E value 


6. Oe-21 


Match length 


82 


S: "iHont"itv 
O ±UC1 1 L. X L. V 


60 


MfDT Hocipyi nit - n nn 


( AFCl-S^? 4 dnTTTiflnnv— a q qnri at pH nrntpin FAirabidoiosis 




thai i anal >rH 99QR999 f AFD 7 4 7 ^ dnrmanrv- a ^ ^ori ated 

L-J.iclj-Xci.llct J x Z. _? _7 -J _7 J? Z. ^.rtX f tc / y ^^x lLto.1 lo_y aoou^XQLCU 




^LU LCi.ll LxiX Cll_/Xv^4.WLyOXCj <_iiClXXClilCI J 




^ 1 T J UU 


Sea ID 


LIB314 6-051-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3641868 


BLAST score 


348 


W "T7 a 1 no 
i_i valUc 




rJaLOU XcHyL.ll 






79 


NPRT np^fT'i nf i on 


(AJ011012) hypothetical protein [Cicer arietinuiti] 


Oarr Kin 

JCV^t IN \ J • 




Qorr Tn 

O CVJ • XL/ 


LIR314 6-051-O1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


371 


T* 1 T73 1 IIP 
Hi V u±UC 


X • \J C >J >J 


L v lCLLOii XdlyL.ll 


1 DQ 


Sr i Hon 1 !" i "t" 


DO 


TJPRT flpcpri Tit* "i on 


60S RTROSOMAL PROTEIN L10A 


oey . ino • 




Sea ID 


LIB3146-051-O1-K1-E6 


Method 


BLASTX 


NCBI GI 


al707021 


BLAST score 


235 


E value 


9.0e-20 


Ma f~ fin 1 on nt" h 


vj Z. 


St t /Son t" *t t~ \7 

^ x u.tsi i u x l. y 


7^ 
/ o 


T\TP T3 "T n ^ o /~i v* 1 v" 1 ! - /~\ r~i 

lnujjx uescription 


^ TT7 Q 7 9 1 \ fTV\ i m i n +■ -1 n nnninrrati r> rr nri7\ rm o IT 9 — 1 fiVH *i col orr 

\U/ o UDxtju._Lt.iii oiij u.y c± L.niy cii__>yiut2j jzj_c xoivlv louiuy 




[Arabidopsis thaliana] 


Seq. No. 


214571 


Seq. ID 


LIB3146-051-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g464840 



29919 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



574 

2.0e-59 

111 

97 

TUBULIN ALPHA-] 
alpha- 1 chain - 
>gi_2964 94_emb_ 
phyllitidis] 



CHAIN >gi_421781_pir S32666 tubulin 

fern (Anemia phyllitidis) 
CAA48927 (X69183) alpha tubulin [Anemia 



214572 

LIB3146-051-Q1-K1-E9 

BLASTX 

g4337175 

464 

2.0e-4 6 

132 
68 

(AC006416) 
gb_T04111, 
gb R90004, 



ESTs gb_T20589, gb_T04 648, gb_AA597906, 
gb_R84180 / gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gbJT20921, gb_AA042762 and 



gb__AA720210 come from this gene. [Arabidopsis thaliana] 
214573 

LIB3146-051-Q1-K1-F10 

BLASTX 

gl351271 

613 

6.0e-64 

127 

91 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 


214574 


Seq. ID 


LIB3146-051-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3953463 


BLAST score 


310 


E value 


4.0e-29 


Match length 


109 


% identity 


60 


NCBI Description 


(AC002328) F20N2.8 [Arabidops. 


Seq. No. 


214575 


Seq. ID 


LIB3146-051-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4097569 


BLAST score 


348 


E value 


6.0e-33 


Match length 


103 


% identity 


65 


NCBI Description 


(U64915) GMFP4 [Glycine max] 


Seq. No. 


214576 



29920 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. fc < 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-051-Q1-K1-G1 

BLASTX 

g2131505 

173 

1.0e-12 

108 

34 

hypothetical protein YDR457w - yeast (Saccharomyces 
cerevisiae) >gi_927738 (U33050) Tomlp; CAI: 0.16 
[Saccharomyces cerevisiae] 

214577 

LIB314 6-051-Q1-K1-G12 

BLASTX 

g3757521 

198 

3.0e-15 

61 
66 

(AC005167) unknown protein [Arabidopsis thaliana] 

214578 , L - r . , 

LIB314 6-051-Q1-K1-G2 

BLASTX 

gl209703 

402 

3.0e-39 

107 

68 

(U40489) maize gll homolog [Arabidopsis thaliana] 
214579 

LIB3146-051-Q1-K1-G9 

BLASTX 

g464981 

724 

5.0e-77 

138 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 214580 

Seq. ID LIB3146 

Method BLASTX 

NCBI GI g585241 

BLAST score 241 

E value 2.0e-20 

Match length 63 

% identity > 76 

NCBI Description HISTONE 
>gi_424 



-051-Q1-K1-H10 



HI >gi_629668_pir S45662 histone HI - tomato 

100 (U03391) histone HI [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



214581 

LIB314 6-051-Q1-K1-H5 
BLASTX 



29921 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212116 
226 

1.0e-18 

96 

46 

(Y17393) 



prefoldin subunit 2 [Mus musculus] 



Seq. No. 
Seq. ID 



214582 

LIB3146-051-Q1-K1-H8 

BLASTX 

g3355474 

610 

1.0e-63 

130 

89 

(AC004218) unknown protein [Arabidopsis thaliana] 
214583 

LIB3146-051-Q1-K1-H9 

BLASTX 

gll69534 

618 

1.0e-64 

129 

91 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 

214584 

LIB3146-052-Q1-K1-A8 

BLASTX 

g2274859 

396 

8.0e-39 

73 

97 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 

214585 

LIB314 6-052-Q1-K1-B1 

BLASTX 

g4567232 

267 

1.0e-23 

65 

80 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 

214586 

LIB3146-052-Q1-K1-B4 



29922 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2191136 

222 

2.0e-18 

91 

57 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

214587 

LIB3146-052-Q1-K1-B7 

BLASTN 

g2687434 

246 

1.0e-136 

294 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214588 

LIB3146-052-Q1-K1-B8 

BLASTX 

g2996096 

420 

1.0e-41 

92 

89 

(AF030517) translation elongation factor-1 alpha; 
alpha [Oryza sativa] 



EF-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214589 

LIB3146-052-Q1-K1-D5 

BLASTX 

g3135258 

152 

3.0e-10 

92 
15 

(AC003058) 
thaliana] 



salt inducible protein-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214590 

LIB3146-052-Q1-K1-E1 

BLASTX 

gl25887 

145 

2.0e-09 

79 

47 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



29923 
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NCBI GI 


g!019946 
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gl944216 
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NCBI GI 


g3953466 


BLAST score 


167 


E value 
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BLAST score 


284 


E value 


1.0e-25 


Mai~ph 1 pnerth 

L2.GL LOil X^llU Oil 


57 


% identity 


93 


NCBI Description 


60S RIB0S0MAL PROTEIN L15 >gi_2245027__emb_CAB10447_ 




(Z97341) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


214595 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-052-Q1-K1-F3 
BLASTX 
g3617770 
413 

9.0e-41 

92 

82 

(Y14329) threonyl-tRNA synthetase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



214596 

LIB3146-052-Q1-K1-F4 

BLASTX 

g2129622 

276 

1.0e-24 



29924 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



59 
85 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U52046) immunophilin [Arabidopsis thaliana] 

214597 

LIB3146-052-Q1-K1-F5 

BLASTX 

g2244990 

349 

3.0e-33 

87 

83 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

214598 

LIB3146-052-Q1-K1-F6 

BLASTX 

g3337356 

445 

1.0e-44 

91 
98 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

214599 

LIB3146-052-Q1-K1-F8 

BLASTX 

g4106515 

401 

2.0e-39 

85 

88 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 

214600 

LIB3146-052-Q1-K1-G8 

BLASTX 

g3242720 

301 

1.0e-27 

91 

58 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 

214601 

LIB314 6-052-Q1-K1-H4 

BLASTX 

gl277164 

182 

1.0e-13 

70 

50 



29925 



NCBI Description 


(U51853) cysteine proteinase inhibitor 


Sea No 


214602 


Seq. ID 


LIB3146-053-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4063007 


BLAST score 


262 


E value 


8.0e-23 


Match lenath 


66 


% i dent it v 


70 


NCBI Description 


(AB021706) uncoupling protein [Arabidop 


Sea No 


214603 


Seq. ID 


LIB3146-053-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl69363 


BLAST score 


245 


E value 


8.0e-21 


Match lpnath 


63 


% "i dpnt "i t v 


62 


NCBI Description 


(M75856) PVPR3 [Phaseolus vulgaris] 




214604 


Sea. ID 


LIB3146-053-Q1-K1-A3 






NCBI GI 


g488573 


BLAST score 


472 


W \tz* 1 no 
j~i vaiuc 


i 

J. . wc *± / 




Z7 O 




Q7 


NCBI Description 


(U09463) histone H3.2 [Medicago sativa] 




J- *± U V J 


Seq. ID 


LIB3146-053-Q1-K1-A4 




"BLASTX 


NCBI GI 


g548774 


BLAST score 


147 


E value 


1.0e-09 


Match length 


72 


% identity 


44 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A >gi 542158 pi 



S38360 ribosomal 
protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214606 

LIB314 6-053-Q1-K1-A5 

BLASTX 

g4539543 

629 

6.0e-66 

127 

97 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 



214607 

LIB3146-053-Q1-K1-A6 



29926 





Oj_i2-i.O 1A 


JNUtii bl 


y Z U DZ ID/ 


BLAST score 


415 


E value 


8.0e-41 


Match length 


10/1 
1Z 4 


% identity 


DO 


NCBI Description 


(Abuuio4o) rronne- ncn protein Arb lsoiog [/iraoiciopsis 




thaliana] 


Seq. No. 


Zl4 DUO 


beq. iu 


T TR^1 flR^ — HI —TCI —PI 


Method 


DT 7i QTY 
Dliiib 1 A 


Nbbl bl 


— O £0 Q Q 1 n 

gz D/oJiu 


Dixfioi score 


Z OZ 


E value 


8.0e-22 


Match length 


97 


% identity 


CO 

OZ 


NCBI Description 


tAuuuz4uyj unKnown protein [AiaDiaopsis tnananaj 




>gi o4Uz/zi iAbUU4zoi; unKnown protein [Araoiaopsis 




thaliana] 


Seq. No. 


zi4Duy 


beq. ID 


blrSol4 d Ujj yl J\l dIU 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


277 


E value 


1 . Qe~24 


Match length 


TOO 

lzo 


% identity 


45 


NCBI Description 


(AF047896) isoflavone reductase homolog [Betula pendula] 


Seq. No. 


Ol A C 1 f\ 

zl4olU 


Seq. ID 


LIBJ14 b-uoo-Ql-Kl-Bll 


jyietnoa 




NCBI bl 


__o -1 a A O *7 1 

gzl44z / I 


BLAST score 


04U 


E value 


2.0e-55 


Match length 


115 


^ identity 


Q Q 


NCBI Description 


trans— cinnamate 4-monooxygenase (EC 1.14.13.11) C — Populus 




kitakamiensis (rragment) >gi l/z/o/z cld] baaiid/o (Uozoi4; 




cinnaiuic acid 4 -hydroxylase [Populus kitakaitiiensis] 


Seq. No. 


214611 


beq. id 




Method 


t)T 71 P VTW7 

BLASTX 


Nbbl bl 


g^> / OOZ 0 / 


BLAST score 


251 


E value 


1.0e-21 


Match length 


00 


% identity 


9o 


NCBI Description 


(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 


Seq. No. 


214612 


Seq. ID 


LIB314 6-053-Q1-K1-B3 


Method 


BLASTX 



29927 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4049349 
294 

1.0e-26 

90 
63 

(AL034567) ubiquinol- cytochrome c reductase-like protein 
[Arabidopsis thaliana] 



beg. wo. 


91 4£1 ^ 


Seq. ID 


Jj1dj14 0"Ujj yi J\l 


Metnoa 








nJ_i/\o i score 




E value 


1.0e-24 


Match length 


112 


% identity 




NCBI Description 


i x) 6noyi uon nyurai.ase L*r-Lunus a.xiueiixaoci j 


Seq. No. 


Z14 014 


Seq. ID 


LIB314 o-Ubo-Ql-Kl-Bo 


Method 


BLASTX 


NCBI GI 


gz4oi / oy 


BLAST score 


204 


E value 


4 . Ue-lo 


Match length 


56 


% identity 


73 


NCBI Description 


(U62752) acidic riDosomai protein fia L^ ea mays. 


Seq. No. 


214615 


Seq. ID 


LIBJ14 b— Uoo-yi— xvl-o / 


Method 


BLASTX 


NCBI GI 


g3901Q14 


cLiiioi score 


9^9 


E value 


1.0e-19 


Match length 


56 


% identity 


77 


NCBI Description 


(AJ130886) metallothionein-like protein class I! 




sylvatica] 


Seq. No. 


214616 


Seq. ID 


LIB3146-053-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll4176 


BLAST score 


409 


E value 


3.0e-40 


Match length 


90 



% identity 

NCBI Description 



89 

3-PH0SPH0SHIKIMATE 1-CARB0XYVINYLTRANSFERASE PRECURSOR 
(5-ENOLPYRUVYLSHIKIMATE-3- PHOSPHATE SYNTHASE) (EPSP 

SYNTHASE) >gi_66620__pir XDPJVS 3-phosphoshikimate 

1-carboxyvinyltransf erase (EC 2.5.1.19) precursor - garden 
petunia >gi__169191 (M21084) 

5-enolpyruvylshikimate-3-phosphate synthase precursor 
[Petunia hybrida] 



Seq. No. 
Seq. ID 



214617 

LIB3146-053-Q1-K1-C1 



29928 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll68470 

532 

2.0e-54 

128 

80 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 


£ ±4 Dlo 


C ~. ~r TP) 

beq. ID 




Method 


BLASTX 


NCBI GI 


g4544434 


BLAST score 


375 


E value 


4 . Oe-36 


Match length 


130 


% identity 


DO 


NCBI Description 


(AC006955) ] 




[Arabidopsi. 


Seq. No. 


Ol A £1 Ok 


beq. iu 


T & f. — Cl^i ^- 

IilDJl^O UJJ 


Method 


BLASTX 


NCBI GI 


g4469025 


BLAST score 


192 


E value 


1.0e-14 


Match length 


62 


% identity 


56 


NCBI Description 


(AL035602) ] 


Seq. No. 


214620 


Seq. ID 


LIB3146-053 


Method 


BLASTX 


NCBI GI 


g4210334 


BLAST score 


300 


E value 


2.0e-27 


Match length 


63 


% identity 


92 


NCBI Description 


(AJ223804) 



2-oxoglutarate dehydrogenase , 
[Arabidopsis thaliana] 



E3 subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214621 

LIB3146-053-Q1-K1-C2 

BLASTN 

g2062705 

38 

6.0e-12 

38 

38 

Human butyrophilin (BTF5) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



214622 

LIB3146-053-Q1-K1-C3 
BLASTX 



29929 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4337175 
318 

2.0e-29 

99 

64 

(AC006416) 
gb_T04111, 
gb R90004, 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020 f gb_T42457, gb_T20921, gb__AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


214623 


beq. ID 


t t m i a n ^ ^ _pii —V] -.ha 


Metnod 


hS-LAblX 




y J OOOUOZ 


BLAST score 


187 


E value 


4.0e-14 


Match length 


38 


% identity 


92 


NCBI Description 


(AC004667) putative DAL1 protein 


Seq. No. 


214624 


Seq. ID 


LIB3146-053-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


143 


E value 


7.0e-09 


Match length 


47 


% identity 


72 


NCBI Description 


HEAT SHOCK PROTEIN 81-3 (HSP81-3) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

214625 

LIB3146-053-Q1-K1-C6 

BLASTX 

g548774 

322 

6.0e-30 

87 

71 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



214626 

LIB3146-053-Q1-K1-C8 

BLASTX 

g3281868 

472 

1.0e-47 

115 

81 

(AL031004) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



214627 

LIB3146-053-Q1-K1-D1 



29930 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

33 

5.0e-09 

57 

44 

Xenopus laevis cDNA clone 27A6-1 
214628 

LIB3146-053-Q1-K1-D12 

BLASTX 

g416662 

346 

1.0e-32 

128 

55 

21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA398 60_ 
(X56509) 21 kDa seed protein [Theobroma cacao] 

214629 

LIB3146-053-Q1-K1-D2 

BLASTX 

g4099092 

281 

4.0e-25 

76 

68 

(U83179) unknown [Arabidopsis thaliana] 
214630 

LIB3146-053-Q1-K1-D6 

BLASTX 

g4099090 

369 

2.0e-35 

132 

51 

(U83178) unknown [Arabidopsis thaliana] 
214631 

LIB3146-053-Q1-K1-D7 

BLASTX 

g2118220 

262 

6.0e-23 

83 

67 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+- pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 



29931 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214632 

LIB3146-053-Q1-K1-D8 

BLASTX 

g3153902 

461 

2.0e-46 

98 

92 

(AF066076) 14-3-3-like protein [Helianthus annuus] 
214633 

LIB314 6-053-Q1-K1-E10 

BLASTX 

g629561 

114 

3.0e-12 

95 
45 

SRG1 protein - Arabidopsis thaliana 

>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214634 

LIB3146-053-Q1-K1-E11 

BLASTX 

g2435511 

302 

2.0e-27 

111 

55 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

214635 

LIB3146-053-Q1-K1-E3 

BLASTX 

g466160 

365 

6. Oe-35 

84 

82 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214636 

LIB314 6-053-Q1-K1-E6 

BLASTX 

g2739000 

403 

2.0e-39 

135 
58 

(AF022459) CYP71D10p [Glycine max] 



29932 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214637 

LIB3146-053-Q1-K1-E7 

BLASTX 

g3135693 

357 

4.0e-34 

101 

65 

(AF064201) glutathione S-transf erase [Gossypium hirsutum] 



Seq. No. 


214638 


Seq. ID 


LIBol4o-Ubo-yi-J\l-bo 


Method 


BLASTX 


NCBI GI 


g3873807 


BLAST score 


192 


E value 


1.0e-14 


Match length 


95 


% identity 


51 


NCBI Description 


(Z49907) B0491.1 [CaenornaDaitis 


Seq. No. 


214639 


Seq. ID 


LIB3146-053-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


36 


E value 


1.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Cloning vector pSportl, complete 


Seq. No. 


214640 


Seq. ID 


LIB3146-053-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone I /Ao-l 


Seq. No. 


214641 


Seq. ID 


LIB3146-05 J-Ql-Kl-r IU 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


407 


E value 


8.0e-40 


Match length 


82 


% identity 


99 


NCBI Description 


histone H4 [Triticum aestivum] 


Seq. No. 


214642 


Seq. ID 


LIB3146-053-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl!69534 


BLAST score 


141 


E value 


3.0e-09 


Match length 


35 



29933 



% identity 

NCBI Description 



80 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO- LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214643 

LIB314 6-053-Q1-K1-F3 

BLASTN 

g3821780 

36 

7.0e-ll 

42 
64 

Xenopus laevis cDNA clone 27A6-1 
214644 

LIB3146-053-Q1-K1-F4 

BLASTN 

g4102722 

46 

1.0e-16 

78 

90 

Phaseolus vulgaris TATA-box binding protein (PVTBP1) mRNA, 
complete cds 

214645 

LIB314 6-053-Q1-K1-F9 

BLASTX 

gl350956 

282 

3.0e-25 

62 

92 

40S RIBOSOMAL PROTEIN S20 (S22) 
214646 

LIB3146-053-Q1-K1-G1 

BLASTX 

g4309698 

320 

1.0e-29 

122 

61 

(AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214647 

LIB3146-053-Q1-K1-G10 

BLASTX 

g2583123 

600 

2.0e-62 

134 

83 



29934 



NCBI Description 



(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 



Seq, No. 


214648 


Seq. ID 


LIB3146-053-Q1-K1-G4 




£jJ_irlO 1 A. 






bLiio i s co re 




£j VdlUc 




Match length 


iUu 


% identity 


Oft 


jnudx jjescxrxpi_ion 




Seq. No. 


214649 


Seq. ID 


LIB3146-053-Q1-K1-G5 


rjeiinoa 


DJ-trlO X A. 


NUJbl \j± 


rrdl HI ^7 A 
y ft xuij / f± 


BLAST score 




iL vaiue 


7 Oo-I 


Match length 


IjD 


% identity 


Jo 


NCBI Description 


\itr UUf± o / 0 j 3f±il v ip [noiuo 


o e q • in o . 


Z. J. ri DO U 


Seq. ID 


LIB3146-053-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


217 


E value 


1.0e-17 


Match length 


61 


% identity 


69 


NCBI Description 


COATOMER DELTA SUBUNIT 



(DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214651 

LIB3146-053-Q1-K1-G8 

BLASTX 

g3915037 

635 

1.0e-66 

128 

88 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi__2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214652 

LIB3146-053-Q1-K1-G9 

BLASTX 

g3901268 

161 

4.0e-ll 

100 

38 

(AF060173) SV2 related protein [Rattus norvegicus] 



29935 





214653 


Seer ID 


LIB314 6-053-O1-K1-H10 


Method 


BLASTX 


NCBI GI 


a3355483 


BLAST score 


199 


E value 


2.0e-15 


M^t^h 1 en firth 


44 


i f"Jent "r i* \7 


73 




fAC004?l?n cribberellin-recrulated nrotein (( 




r Ar^bi Hnn 6 ; \ ^ thaliana 1 




± 1 U J 1 ! 


Serr TO 


LIB314 6-053-O1-K1-H11 

XJ X X»> X ~ \J \J -*J <J \£ X 111 IX X X 


L v lfc; L.IKJLI 


Lj xxrio 1 z\ 


NCBI GI 


g4309972 


BLAST score 


216 


Hj v axuc 


1 . Oe-17 


L'laLOU XcJiiy uii 








— L£J 1 — LUil 


(AC0f)?9ft3^ hvnothet i ral nrotpin rArabidans 


O C q • IN u • 


c* x.^x DJJ 


• XL/ 


LIB314 6-053-O1-K1-H2 




BLASTX 


NCBI GI 


gll6908 


BLAST score 


440 


E value 


6.0e-44 


Match length 


87 


% identity 


89 


NCBI Description 


CAFFEIC ACID 3-0-METHYLTRANSFERASE 



(GASA5) -like 



(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 
3-0-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 
S-adenosyl-L-methionine: caffeic acid 3-0-methyltransf erase 
[Medicago sativa] 



Seq. No. 


214656 


Seq. ID 


LIB314 6-053-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


141 


E value 


7.0e-09 


Match length 


72 


% identity 


44 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


214657 


Seq. ID 


LIB3146-053-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4220462 


BLAST score 


291 


E value 


3.0e-26 


Match length 


61 


% identity 


84 


NCBI Description 


(AC006216) Strong similarity to gb Z50851 



_ HD-zip (athb-8) 

gene from Arabidopsis thaliana containing Homeobox PF_J3004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 
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Seq. No. 214658 

Seq. ID LIB3146-053-Q1-K1-H6 

Method BLASTX 

NCBI GI g4467147 

BLAST score 349 

E value 5.0e-33 

Match length 95 

% identity 75 

NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 

Seq. No. 214659 

Seq. ID LIB3146-053-Q1-K1-H8 

Method BLASTX 

NCBI GI g4455349 

BLAST score 183 

E value 2.0e-16 

Match length 55 

% identity 85 

NCBI Description (AL035524) putativ&*protein [Arabidopsis thaliana] 

Seq. No. 214660 

Seq. ID LIB3146-054-Q1-K1-A11 

Method BLASTX 

NCBI GI g4455349 

BLAST score 226 

E value 8.0e-19 

Match length 99 

% identity 55 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 

Seq. No. 214661 

Seq. ID LIB3146-054-Q1-K1-A3 

Method BLASTX 

NCBI GI g4539348 

BLAST score 409 

E value 4.0e-40 

Match length 101 

% identity 69 

NCBI Description (AL035539) putative pollen allergen [Arabidopsis thaliana] 

Seq. No. 214662 

Seq. ID LIB3146-054-Q1-K1-A4 

Method BLASTX 

NCBI GI gl256259 

BLAST score 273 

E value 1.0e-25 

Match length 84 

% identity 74 

NCBI Description (U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 

Seq. No. 214663 

Seq. ID LIB3146-054-Q1-K1-A6 

Method BLASTX 

NCBI GI g3046693 

BLAST score 688 

E value 8.0e-73 
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E value 


2.0e-13 


Match length 


119 


% identity 


38 


NCBI Description 


(U34744) cytochrome 




SM9108 1 ] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214667 

LIB314 6-054-Q1-K1-B4 

BLASTX 

gl839578 

457 

1.0e-45 

132 
64 

vacuolar 
Sultana, 



invertase 1, GIN1 [Vitis vinif era=grape berries, 
berries, Peptide, 642 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214668 

LIB314 6-054-Q1-K1-B5 

BLASTX 

g3367574 

170 

5.0e-12 

48 
73 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214669 

LIB3146-054-Q1-K1-B7 

BLASTX 

g4566614 

476 

6.0e-48 

97 
92 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

214670 

LIB3146-054-Q1-K1-B9 

BLASTX 

g4539335 

152 

4.0e-10 

43 
56 

(AL035539) putative protein [Arabidopsis thaliana] 
214671 

LIB3146-054-Q1-K1-C10 

BLASTX 

g417103 

247 

3.0e-21 

50 

100 

HI STONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157__emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754__emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214672 

LIB3146-054-Q1-K1-C3 

BLASTX 

g3915031 

652 

1.0e-68 

134 

96 
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NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

214673 

LIB3146-054-Q1-K1-C4 

BLASTX 

g3915031 

469 

3.0e-50 

113 

94 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

214674 

LIB3146-054-Q1-K1-C6 

BLASTX 

g585565 

171 

3.0e-12 

40 

80 

RIBOSOME RECYCLING FACTOR HOMOLOG (NUCLEAR LOCATED PROTEIN 

D2) >gi__629661_pir S32716 nuclear protein - carrot 

>gi_297891_emb_CAA51077_ (X72384) nuclear located protein 
[Daucus carota] 



Seq. No. 


214675 


Seq. ID 


LIB314 6-054-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3935169 


BLAST score 


216 


E value 


2.0e-17 


Match length 


43 


% identity 


95 


NCBI Description 


(AC004557) F17L21.12 


Seq. No. 


214676 


Seq. ID 


LIB3146-054-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2500376 


BLAST score 


449 


E value 


6.0e-45 


Match length 


89 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN 


(AC005508) 23552 [Aral 


Seq. No. 


214677 


Seq. ID 


LIB314 6-054-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2191171 


BLAST score 


152 



[Arabidopsis thaliana] 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

80 

45 

(AF007270) similar to A. thaliana DI19 mRNA (NID : g4 69110 ) 
[Arabidopsis thaliana] 

214678 

LIB3146-054-Q1-K1-D2 

BLASTX 

gl708025 

238 

3.0e-20 

56 

82 

GLYCEROL- 3- PHOS PHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (XI 9611) glycerol-3-phosphate 
dehydrogenase (NAD-J-) [Cuphea lanceolata] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214679 

LIB3146-054-Q1-K1-D5 

BLASTX 

g4559334 

397 

1.0e-38 

102 

65 

(AC007087) unknown protein [Arabidopsis thaliana] 
214680 

LIB3146-054-Q1-K1-D8 

BLASTX 

g3128228 

334 

2.0e-31 

102 

65 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

214681 

LIB3146-054-Q1-K1-D9 

BLASTX 

g2465406 

245 

2.0e-21 

64 

75 

(AF020709) chalcone synthase [Vitis vinifera] 
214682 

LIB3146-054-Q1-K1-E1 

BLASTX 

g3461817 

204 

5.0e-16 
80 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50 

(AC004138) unknown protein [Arabidopsis thaliana] 
214683 

LIB3146-054-Q1-K1-E10 

BLASTX 

gll70507 

230 

2.0e-19 

47 

96 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S2257 9 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbagini folia] 

214684 

LIB3146-054-Q1-K1-E2 

BLASTX 

g3935167 

146 

3.0e-09 

45 

62 

(AC004557) F17L21.10 



[Arabidopsis thaliana] 



214685 

LIB314 6-054-Q1-K1-E6 

BLASTX 

g3047125 

214 

3.0e~17 

82 
49 

(AF058919) No definition line found [Arabidopsis thaliana] 
214686 

LIB3146-054-Q1-K1-E8 

BLASTX 

g3176684 

352 

2.0e-33 

128 

55 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 

214687 

LIB314 6-054-Q1-K1-E9 

BLASTX 

g4008446 

148 

6.0e-10 
51 
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% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AL034488) predicted using Genefinder; cDNA EST EMBL:C08771 
comes from this gene; cDNA EST EMBL:C07412 comes from this 
gene [Caenorhabditis elegans] 

214688 

LIB3146-054-Q1-K1-F12 

BLASTX 

g3367521 

235 

7.0e-20 

68 

68 

(AC004392) Similar to gb_U08285 membrane-associated 
salt-inducible protein from Nicotiana tabacunu ESTs 
gb__T44131 and gb_T04378 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214689 

LIB3146-054-Q1-K1-F2 

BLASTX 

g4263771 

339 

6.0e-32 

114 

59 

(AC006218) 
precursor 



putative nonspecific lipid-transfer protein 
[Arabidopsis thaliana] 



Seq. No. 


214690 


Seq. ID 


LIB3146-054-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4204575 


BLAST score 


366 


E value 


4.0e-35 


Match length 


112 


% identity 


64 


NCBI Description 


(AFO 98510) cytochrome b5 : 


Seq. No. 


214691 


Seq. ID 


LIB3146-054-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2499570 


BLAST score 


344 


E value 


2.0e-32 


Match length 


96 


% identity 


67 


NCBI Description 


PROTE IN- L- 1 S OAS PART ATE 0- 



-F [Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(PROTEIN-BETA- ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN 
L-ISOASPARTYL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi_414332 (L07941) 
L-isoaspartyl methyltransferase [Triticum aestivum] 

214692 

LIB3146-054-Q1-K1-G11 

BLASTX 

g3176669 
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(D # 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



453 

2.0e-45 

104 

75 

(AC004393) End is cut off. [Arabidopsis thaliana] 
214693 

LIB3146-054-Q1-K1-G3 

BLASTX 

g!785621 

380 

1.0e-36 

124 

64 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_24 65927 
(AF024 650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_4249408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214694 

LIB3146-054-Q1-K1-G5 

BLASTN - * 

g2062705 

33 

5.0e-09 

38 

37 

Human butyrophilin (BTF5) mRNA, complete cds 



214695 

LIB3146-054-Q1-K1-G6 

BLASTX 

gl076715 

282 

3.0e-25 

85 

56 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



- barley >gi_404589 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



214696 

LIB3146-054-Q1-K1-H2 

BLASTX 

gl655653 

198 

2.0e-15 

129 

36 

(Z81368) hypothetical protein Rv2406c [Mycobacterium 
tuberculosis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214697 

LIB3146-054-Q1-K1-H3 

BLASTX 

g2765081 

629 

7.0e-66 
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Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

: Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
90 

(Y10557) g5bf [Arabidopsis thaliana] 
214698 

LIB314 6-054-Q1-K1-H4 

BLASTX 

g4262182 

172 

3.0e-12 

73 

42 

(AC005508) 44123 [Arabidopsis thaliana] 
214699 

LIB3146-054-Q1-K1-H6 

BLASTX 

g927428 

636 

1.0e-66 

131 

88 

(X86733) fisl [Linum usitatissimum] 
214700 

LIB3146-055-Q1-K1-A1 

BLASTX 

gl008904 

430 

1.0e-42 

114 

75 

(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 
214701 

LIB3146-055-Q1-K1-A10 

BLASTX 

g282963 

417 

5.0e-41 

89 

80 

transforming protein (myb) homolog (clone myb.Ph2) - garden 
petunia >gi_20561_emb_CAA7 8387_ (Z13997) protein 2 [Petunia 
x hybrida] 

214702 

LIB3146-055-Q1-K1-A11 

BLASTX 

g2746719 

234 

1.0e-19 

49 

98 

(AF038386) histone H2B [Capsicum annuum] 



Seq. No. 



214703 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-055-Q1-K1-A12 

BLASTX 

g!24429 

254 

2.0e-22 

67 

75 

37 KD CHLOROPLAST INNER ENVELOPE MEMBRANE PROTEIN PRECURSOR 

(E37) >gi_99543_pir S14409 membrane protein, 37K, 

precursor, chloroplast inner envelope - spinach 
>gi_21228_emb_CAA40283_ (X56963) 37 kD inner envelope 
membrane polypeptide [Spinacia oleracea] 



Seq. No. 


214704 


Seq. ID 


LIB3146-055-Q1-K1-A3 


Method 


■QT 7\ CrPV 


NCBI GI 


gz /oo y y o 


BLAST score 


COT 

box 


E value 


o Ho— £f! 

J • ue ou 


Match length 




% identity 




NCBI Description 


^ArUZZ4iOC5J i^liryor\£y LVjj.yoj.11c iucla.j 


Seq. No. 


214705 


Seq. ID 


LIB3146-055-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2765093 


BLAST score 


485 


E value 


6. Oe-49 


Match length 


143 


% identity 


60 


NCBI Description 


(Yiuyo j j putiatiive cyuocnrome riju naj_yoj.iit; iuciaj 


Seq. No. 


oi AH f\£ 


Seq. ID 


LIB314 6-055-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl9611 


BLAST score 


*3 O C 

385 


E value 


o np-^7 


Match length 


98 


% identity 


80 


NCBI Description 


(X13675) histone H3 {AA 1-123) [Medicago sativa 


>gi 2916748 emb_CAA05554_ (AJ002555) histone H3 




sativum] 


Seq. No. 


214707 


Seq. ID 


LIB3146-055-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


405 


E value 


1.0e-39 


Match length 


88 


% identity 


91 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis 


Seq. No. 


214708 


Seq. ID 


LIB3146-055-Q1-K1-B5 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl702983 

351 

3.0e-33 

110 
59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 


O 1 AH f\Q 


Seq. ID 


LIB3146-055-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g445o800 


BLAST score 


189 


E value 


1 . Oe-14 


Match length 


81 


% identity 


51 


NCBI Description 


(Z9734 3) unnamed protein product [Arabidopsis 


Seq. No. 


214710 


Seq. ID 


LIB314 6-055-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3550440 


BLAST score 


370 


E value 


1.0e-35 


Match length 


99 


% identity 


76 


NCBI Description 


(AF085816) alcohol dehydrogenase A [Gossypium 


Seq. No. 


214711 


Seq. ID 


LIB314 6-055-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


311 


E value 


1.0e-28 


Match length 


121 


% identity 




NCBI Description 


(AL035440) putative protein [Arabidopsis thai 


Seq. No. 


214712 


Seq. ID 


LIB3146-055-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


261 


E value 


1.0e-22 


Match length 


67 


% identity 


79 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 


>gi 100682 pir S21636 GOS2 protein - rice 




>gi 20238 emb CAA36190_ (X51910) GOS2 [Oryza 




>gi 3789950 (AF094774) translation initiation 




sativa] 


Seq. No. 


214713 



[Oryza 
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® 



Seq. ID 


LIB3146-055-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4220481 


BLAST score 


258 


E value 


2.0e-22 


Match length 


130 


% identity 


46 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


214714 


Seq. ID 


LIB3146-055-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4240385 


BLAST score 


184 


E value 


8.0e-14 


Match length 


48 


% identity 


71 


NCBI Description 


(AF061027) omega-3 fatty acid desaturase precursor 




[Vernicia fordii] 


Seq. No. 


214715 


Seq. ID 


LIB3146-055-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2244741 


BLAST score 


34 


E value 


2.0e-09 


Match length 


54 


% identity 


91 


NCBI Description 


Antirrhinum ma jus mRNA for bZIP DNA-binding protein, 




bp 


Seq. No. 


214716 


Seq. ID 


LIB314 6-055-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3738290 


BLAST score 


207 


E value 


2.0e-16 


Match length 


81 


% identity 


49 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


214717 


Seq. ID 


LIB314 6-055-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4538903 


BLAST score 


252 


E value 


1.0e-21 


Match length 


49 


% identity 


94 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


O " ^ • Vi \J a 


214718 


Seq. ID 


LIB3146-055-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4510350 


BLAST score 


243 


E value 


9.0e-21 



1095 



29948 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
75 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
214719 

LIB3146-055-Q1-K1-D10 

BLASTX 

g2495092 

300 

2.0e-27 

124 

45 

GRPE PROTEIN >gi_1001149_dbj_BAA10291_ (D64001) heat shock 
protein GrpE [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214720 

LIB3146-055-Q1-K1-D2 

BLASTX 

g4467134 

374 

5.0e-36 

104 

67 

(AL035540) 
thaliana] 



protein kinase like protein [Arabidopsis 



Seq. No. 


214721 


Seq. ID 


LIB3146-055-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g556409 


BLAST score 


158 


E value 


1.0e-10 


Match length 


69 


% identity 


52 


NCBI Description 


(L34551) transcriptional 


Seq. No. 


214722 


Seq. ID 


LIB3146-055-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3252868 


BLAST score 


235 


E value 


1.0e-19 


Match length 


90 


% identity 


50 


NCBI Description 


(AF033536) putative zinc 


Seq. No. 


214723 


Seq. ID 


LIB3146-055-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


366 


E value 


4.0e-35 


Match length 


74 


% identity 


55 


NCBI Description 


(U89609) fiber annexin [( 


Seq. No. 


214724 



29949 



Seq. ID 


LIB3146-055-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


374 


E value 


5.0e-36 


Match length 


115 


% ident itv 


63 


NCBI Description 


(AF053746) dormancy-associated protein [Arabi 




thalianal >ai 2995992 (AF053747) dormancv-ass 




protein [Arabidopsis thaliana] 


Sea No 


214725 


Seq. ID 


LIB3146-055-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3877252 


BLAST score 


332 


E VrllllP 
JUl V CL XU\> 


5. Oe-31 


Match length 


107 


S; *i Hpnt" "itv 


56 


NCBI Description 


(293382) F45G2.10 [Caenorhabditis elegans] 


Sea No 


214726 


Seq. ID 


LIB314 6-055-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3241920 


BLAST score 


58 


E value 


6.0e-24 


Match lenath 


278 




80 


J-ti \^ i—t _L ±jf O O -i l_ k,/ _l_ Vj' 1 J. 


At^Idt Hnrjc? i thaliana apnomi p DNA. chromosome 




MAE1 . roTTVDlptp seauence rArabidor>sis thaliana 




ill 1 /L 1 


Sea ID 


LIB314 6-055-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2865175 


BLAST score 


321 


E value 


8 Oe-30 


Matph 1 pnath 


69 


% ident itv 


80 


NCBI Descrir>tion 


(AB0109451 AtRerlA TArabidoosis thalianal 


Sea No 


214728 


Seq. ID 


LIB314 6-055-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4103243 


BLAST score 


592 


E value 


2. 0e-61 


Match lpnath 


140 


^ 1 dpnt "itv 


80 


NCBI Description 


(AF022368) BIPOSTO [Arabidopsis thaliana] 


Seq. No. 


214729 


Seq. ID 


LIB314 6-055-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g465898 


BLAST score 


188 



5, PI clone 



29950 



E value 
Match length 
% identity 
NCBI Description 



4.0e-14 

104 

44 

HYPOTHETICAL HELICASE K12H4 . 8 IN CHROMOSOME III 

>gi_630692_pir S44849 K12H4 . 8 protein - Caenorhabditis 

elegans >gi_289703 (L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III 
coded for by C. elegans cDNA GenBank: T02268; putative 
[Caenorhabditis elegans] 



Seq. No. 


214730 


Seq. ID 


LIB3146-055-Q1- 


Method 


BLASTX 


NCBI GI 


g!362054 


D-bAo l score 




E value 


2.0e-28 


Match length 


75 


% identity 


79 


NCBI Description 


mitotic cyclin < 




(X78504) B-like 


Seq. No. 


214731 


Seq. ID 


LIB3146-055-Q1-] 


Method 


BLASTX 


NCBI GrI 


«o O A A o r\ A 


BLAST score 


282 


E value 


2.0e-25 


Match length 


102 


% identity 


63 


NCBI Description 


(Z97336) Ste20- 


Seq. No. 


214732 


Seq. ID 


LIB3146-055-Q1- 


Method 


BLASTX 


NCBI GI 


g3281846 


BLAST score 


174 


E value 


1 . Ue-lz 


Match length 


70 


% identity 


53 


NCBI Description 


(AJ006404) late 


Seq. No. 


214733 


Seq. ID 


LIB3146-055-Q1- 


Method 


BLASTX 


NCBI GI 


gl076316 


BLAST score 


360 


E value 


3*0e-34 


Match length 


111 


% identity 


61 


NCBI Description 


drought - induced 




>gi_469110_emb_ 




thaliana] 


Seq. No. 


214734 


Seq. ID 


LIB3146-055-Q1-] 


Method 


BLASTN 


NCBI GI 


g3821780 



alfalfa >gi_780267_emb_CAA55272 



K1-F10 



[Arabidopsis thaliana] 



L_ (X78584) Dil9 [Arabidopsis 



29951 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 


214735 


Seq. ID 


LIB314 6-055-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll74600 


BLAST score 


734 


E value 


4.0e-78 


Match length 


142 


% identity 


97 


NCBI Description 


TUBULIN BETA CHAIN >gi_493710_dbj JBAA06382_ (D30717) 




beta-tubulin [Oryza sativa] 


Seq. No. 


214736 


Seq. ID 


LIB314 6-055-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4376763 


BLAST score 


210 


E value 


1.0e-16 


Match length 


142 


% identity 


39 


NCBI Descrint ion 


fAE0016331 GTP Bindina Protein ("Chlamvdia oneumoniae 1 




214737 


Seq. ID 


LIB3146-055-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


a4104931 


BLAST score 


515 


E value 


2.0e-52 


Match length 


139 


1 identity 


72 


NCBI Description 


(AF042196) auxin response factor 8 [Arabidopsis thaliana] 


Seq. No. 


214738 


Seq. ID 


LIB314 6-055-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3668097 


BLAST score 


439 


E value 


1.0e-43 


Match length 


107 


% identity 


80 


NCBI Description 


(AC004 667) putative glycine cleavage system protein H 




precursor [Arabidopsis thaliana] 


Seq. No. 


214739 


Seq. ID 


LIB3146-055-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gll73638 


BLAST score 


438 


E value 


2.0e-43 


Match length 


129 


% identity 


64 


NCBI Description 


(U35779) 1-aminocyclopropane-l-carboxylate synthase 



29952 



0» 



[Triticum aestivum] 





Seq. No. 


214740 




Seq. ID 


LIB3146-055-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


g3023931 




BLAST score 


493 




E value 


7.0e-50 




Match length 


128 




% identity 


66 




NCBI Description 


HI STONE DEACETYLASE 2 (HD2) >gi_2791686 (AF039752) histone 






deacetylase-2; HD-2 [Gallus gallus] 




Seq. No. 


214741 




Seq. ID 


LIB3146-055-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


g4415912 




BLAST score 


254 




E value 


7.0e-22 




Match length 


132 


y ^ 


% identity 


37 


fii 


NCBI Description 


(AC006282) putative protease [Arabidopsis thaliana] 


H 


Seq. No. 


214742 




JCL|. ± U 


JjlOJlIU U J J ^JJ. JC\J_ vjf / 


M= 


Method 


BLASTX 


y s 


NCBI GI 


g2443329 


s 


BLAST score 


334 


L_5.. 


E value 


3.0e-31 




Match length 


76 


=sf 


% identity 


79 


§saa: 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


□ 


Seq, No. 


214743 




OCtj . A. U 






Method 


BLASTX 




. NCBI GI 


g2160166 




BLAST score 


308 




E value 


3.0e-28 




Match length 


135 




% identity 


47 




NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana] 




Seq. No. 


214744 




Seq. ID 


LIB314 6-055-Q1-K1-G9 




IMC 1 — L-IV^LJ. 






NCBI GI 


g4467157 




BLAST score 


198 




E value 


3.0e-15 




Match length 


104 




% identity 


42 




NCBI Description 


(AL035540) disease resistance response like protein 






[Arabidopsis thaliana] 




Seq. No. 


214745 




Seq* ID 


LIB314 6-055-Q1-K1-H2 




Method 


BLASTX 



29953 




NCBI GI 


g2924520 


rSiiAbi score 




E value 


4 . ue D / 






% identity 


88 


NCBI Description 


(AL022023 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214746 

LIB3146-055 

BLASTX 

g2911062 

167 

1.0e-ll 

45 

78 

(AL021961) 
(fragment) 



-Q1-K1-H3 



bZIP transcription factor 
[Arabidopsis thaliana] 



- like protein 



214747 

LIB3146-055-Q1-K1-H4 

BLASTX 

g3540201 

300 

3.0e-27 

91 

68 

(AC004260) Putative nuclear protein [Arabidopsis thaliana] 
214748 

LIB3146-055-Q1-K1-H7 

BLASTX 

gl!72872 

4 95 

4 , Oe-50 

132 

72 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought -inducible cysteine proteinase (EC 3.4.22.-} RD19A 
precursor - Arabidopsis thaliana >gi_435618__dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought -inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

214749 

LIB3146-056-Q1-K1-A10 

BLASTX 

g!33940 

276 

2,0e-24 

74 
74 

4 OS RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



29954 



Seq. No. 


214750 


Seq. ID 


LIB314 6-056-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4140598 


BLAST score 


519 


E value 


5.0e-53 


Match length 


119 


% identity 


84 


NCBI Description 


(AF090148) alcohol dehydrogenase A [Gossypium hirsutum] 


Seq. No. 


214751 


Seq. ID 


LIB3146-056-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl542941 


BLAST score 


278 


E value 


1.0e-24 


Match length 


65 


% identity 


83 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus 


Seq. No. 


214752 


Seq. ID 


LIB314 6-056-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


al518540 


BLAST score 


426 


E value 


5.0e-42 


Match length 


88 


% identity 


89 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


214753 


Seq. ID 


LIB314 6-056-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2196466 


BLAST qpnrp 


396 


E value 


1.0e-38 


Match length 


123 


% identity 


64 


NCBI Description 


(Y13673) TATA binding protein-associated factor 




[Arabidopsis thaliana] 


Seq. No. 


214754 


Seq. ID 


LIB3 146-05 6-Q1 -Kl -A8 


Method 


BLASTX 






BLAST score 


382 


E value 


5.0e-37 


Match length 


81 


% identity 


94 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus albus] 


Seq. No. 


214755 


Seq. ID 


LIB3146-056-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


354 


E value 


1.0e-33 



29955 



Match length 

% identity 

NCBI Description 



97 
72 



(AC005169) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214756 

LIB3146-056-Q1-K1-B1 

BLASTX 

gl363742 

265 

3.0e-23 

107 
50 

probable membrane protein YLR243w - yeast (Saccharomyces 
cerevisiae) >gi_662338 (U20865) Ylr243wp [Saccharomyces 
cerevisiae] 



Seq. No. 214757 

Seq. ID LIB3146-056-Q1-K1-B10 

Method BLASTX 

NCBI GI g4309738 

BLAST score 177 

E value 4.0e-13 

Match length 81 

% identity 51 , t , 

NCBI Description (AC006439) putative tubby protein [Arabxdopsis thalianaj 

Seq. No. 214758 

Seq. ID LIB3146-056-Q1-K1-B3 

Method BLASTX 

NCBI GI g2388575 

BLAST score 257 

E value 3.0e-22 

Match length 125 

% identity 42 

NCBI Description (AC000098) YUP8H12.18 [Arabidopsis thaliana] 



214759 

LIB3146-056-Q1-K1-B8 

BLASTX 

g3242709 

185 

9.0e-14 

107 
39 

(AC003040) putative guanine nucleotide -binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 214760 

Seq. ID LIB3146-056-Q1-K1-B9 

Method BLASTX 

NCBI GI g3122673 

BLAST score 447 

E value 2.0e-44 

Match length 114 

% identity 75 

NCBI Description 60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



29956 



Seq* No. 


214761 


Seq. ID 


LIB3146-056-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4126471 


BLAST score 


268 


E value 


1.0e-23 


Match length 


105 


% identity 


51 


NCBI Description 


(AB014722) rSALT-l(806 


Seq. No. 


214762 


Seq. ID 


LIB3146-056-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3850579 


BLAST score 


272 


E value 


5.0e-24 


Match length 


115 


% identity 


47 


NCBI Description 


(AC005278) Strong simi 



[Rattus norvegicus] 



dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281, gb_T44167, gbJT21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470 f gb_Z35182, gb_H76373, 
gb_Z34678 an 



Seq, No. 


214763 


Seq. ID 


LIB3146-056-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g!628471 


BLAST score 


233 


E value 


2.0e-19 


Match length 


71 


% identity 


61 


NCBI Description 


(Y08780) Men-8 [Silene latifolia] 


Seq, No. 


214764 


Seq, ID 


LIB3146-056-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3687245 


BLAST score 


436 


E value 


3.0e-43 


Match length 


125 


% identity 


63 


NCBI Description 


(AC005169) putative ribosomal prot 




thaliana] 


Seq. No. 


214765 


Seq. ID 


LIB3146-056-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g!14734 


BLAST score 


181 


E value 


3.0e-13 


Match length 


54 


% identity 


70 



NCBI Description 



AUXIN-INDUCED PROTEIN AUX28 >gi_81759 
protein - soybean >gi__169921 (J03919)' 
protein (Aux28) [Glycine max] 



_pir A28993 aux28 

auxin-regulated 



29957 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214766 

LIB3146-056-Q1-K1-D10 

BLASTX 

g3763933 

258 

2.0e-22 

125 

42 

(AC004450) unknown protein [Arabidopsis thaliana] 
214767 

LIB314 6-056-Q1-K1-D12 

BLASTX 

g2369714 

493 

7.0e-50 
106 

88 ■ i 

(Z97178) elongation factor 2 [Beta vulgaris] 

214768 

LIB3146-056-Q1-K1-D4 

BLASTX 

g4510412 

262 

7.0e-23 

117 

45 

(AC006929) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

214769 

LIB3146-056-Q1-K1-D9 

BLASTX 

g2252863 

326 

3.0e-30 

137 

23 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



214770 

LIB314 6-056-Q1-K1-E1 

BLASTX 

g2982251 

173 

2.0e-12 
44 

77 . 
(AF051208) putative RNA-binding protein [Picea mananaj 

214771 

LIB314 6-056-Q1-K1-E10 

BLASTX 

g4115371 



29958 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199 

2.0e-15 

109 

50 

(AC005967) unknown protein [Arabidopsis thaliana] 
214772 

LIB3146-056-Q1-K1-E3 

BLASTX 

g4467113 

113 

7.0e~ll 

115 

14 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
214773 

LIB3146-056-Q1-K1-E4 

BLASTX 

g82734 

489 

2.0e-49 

98 

29 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

214774 

LIB3146-056-Q1-K1-E5 

BLASTX 

gl705826 

213 

4.0e-17 

44 

91 

CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 
>gi_437708 (M91193) chalcone synthase [Trifolium 

subterraneum] >gi_741008_prf 2006270A chalcone synthase 

[Trifolium subterraneum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214775 

LIB3146-056-Q1-K1-E7 

BLASTX 

gll70898 

469 

4.0e-47 

121 

83 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi 629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214776 

LIB3146-056-Q1-K1-E9 

BLASTX 

g2695925 



29959 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

3.0e-16 

46 

80 

(AJ222776) hypothetical protein [Hordeum vulgare] 



214777 

LIB3146-056-Q1-K1-F10 

BLASTN 

g2062705 

33 

4.0e-09 

38 
37 

Human butyrophilin (BTF5) 



mRNA, complete cds 



214778 

LIB3146-056-Q1-K1-F11 

BLASTX 

g4467156 

522 

3.0e-53 

133 

71 

(AL035540) putative protein [Arabidopsis thaliana] 
214779 

LIB314 6-056-Q1-K1-F2 

BLASTX 

g417073 

543 

7.0e-56 

122 

85 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_4 84529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 

214780 

LIB314 6-056-Q1-K1-F4 

BLASTN 

g4210572 

43 

6.0e-15 

55 
95 

Tilia kiusiana chloroplast matK gene for maturase, partial 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214781 

LIB3146-056-Q1-K1-F5 

BLASTX 

g4455275 

216 

2.0e-17 

68 



29960 



% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(AL035527) 



putative protein [Arabidopsis thaliana] 



214782 

LIB3146-056-Q1-K1-F6 

BLASTX 

g82188 

444 

4.Ge-44 

123 

73 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_19896_emb_CAA41713_ 
(X58910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 



Seq. No. 


214783 


Seq. ID 


LIB3146-056-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2244833 


BLAST score 


147 


E value 


2.0e-09 


Match length 


74 


% identity 


47 


NCBI Description 


(297337) centromere protein homolog [Arabidopsis thai 


Seq. No. 


214784 


Seq, ID 


LIB3146-056-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2827559 


BLAST score 


196 


E value 


4.0e-15 


Match length 


59 


% identity 


66 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 




>gi_3292808_einb_CAA19798_ (AL031018) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


214785 


Seq. ID 


LIB3146-056-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4063751 


BLAST score 


257 


E value 


3.0e-22 


Match length 


138 


% identity 


36 



NCBI Description (AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214786 

LIB3146-056-Q1-K1-G1 

BLASTX 

gl!36432 

165 

2.0e-ll 
108 



29961 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(D80008) KIAA0186 [Homo sapiens] 
214787 

LIB3146-056-Q1-K1-G12 

BLASTX 

g2911067 

150 

6.0e-10 

74 

43 

(AL021960) UV-damaged DNA-binding protein- liite 
[Arabidopsis thaliana] 

214788 

LIB3146-056-Q1-K1-G2 

BLASTX 

g3184285 

245 

9.0e-21 
79 

(AC004136) hypothetical protein [Arabidopsis thaliana] 
214789 

LIB3146-056-Q1-K1-G3 

BLASTX 

g2244866 

272 

5.0e-24 
133 

41 ^ . . _ 

(Z97337) hypothetical protein [Arabidopsis thaliana j 

214790 

LIB3146-056-Q1-K1-G4 

BLASTX 

g2104529 

589 

4.0e-61 

140 
81 

(AF001308) 
thaliana] 



putative hexose transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



214791 

LIB3146-056-Q1-K1-G5 

BLASTX 

g2695711 

255 

5.0e-22 

61 
79 

(AJ001370) cytochome b5 [Olea europaea] 
214792 

LIB314 6-056-Q1-K1-G7 



29962 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3901014 

234 

1.0e-19 

55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



214793 

LIB3146-056-Q1-K1-H1 

BLASTX 

gl346156 

636 

1.0e-66 

140 

86 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481943_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437997_erab_CAA81079_ (225860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

214794 

LIB3146-056-Q1-K1-H11 

BLASTX 

g3023858 

209 

5.0e-17 

64 

59 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 (U44850) G protein beta subunit 
[Glycine max] 

214795 

LIB314 6-056-Q1-K1-H2 

BLASTX 

g584794 

463 

2.0e-49 

138 

75 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_282953_pir A4177 9 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

214796 

LIB3146-056-Q1-K1-H5 

BLASTX 

g3885334 

312 

3.0e-29 

72 

79 



29963 



NCBI Description (AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214797 

LIB3146-056-Q1-K1-H9 

BLASTX 

g3355490 

309 

2.0e-28 

72 

78 

(AC004218) putative dolichyl-phosphate 
beta-glucosyltransferase [Arabidopsis thaliana] 

214798 

LIB3146-057-Q1-K1-A1 

BLASTN 

g2264302 

47 

2.0e-17 

59 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC12, complete sequence [Arabidopsis thaliana] 



PI clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214799 

LIB3146-057-Q1-K1-A10 

BLASTX 

g2529721 

225 

2.0e-18 

105 

44 

(AF001891) unknown [Homo sapiens] 
214800 

LIB3146-057-Q1-K1-A2 

BLASTX 

g3786011 

427 

4.0e-42 

100 

89 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214801 

LIB3146-057-Q1-K1-A3 

BLASTX 

gl945611 

197 

3.0e-15 

87 

46 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l__pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 
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Seq. No. 214802 

Seq. ID LIB3146-057-Q1-K1-A5 

Method BLASTX 

NCBI GI g529353 

BLAST score 241 

E value 2.0e-20 

Match length 129 

% identity 41 

NCBI Description (U12757) diphenol oxidase [Acer pseudoplatanus] 

Seq. No. 214803 

Seq. ID LIB3146-057-Q1-K1-B10 

Method BLASTX 

NCBI GI g2911280 

BLAST score 450 

E value 6.0e-45 

Match length 121 

% identity 70 

NCBI Description (U73937) PK12 protein kinase [Nicotiana tabacum] 
214804 

LIB3146-057-Q1-K1-B11 
BLASTX 
g3482967 
602 

1.0e-62 
137 
80 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb__AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

Seq. No. 214805 

Seq. ID LIB3146-057-Q1-K1-B3 

Method BLASTX 

NCBI GI g~3860250 

BLAST score 383 

E value 5.0e-37 

Match length 123 

% identity 59 

NCBI Description (AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 214807 

Seq. ID LIB3146-057-Q1-K1-B5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214806 

LIB3146-057-Q1-K1-B4 
BLASTX 
g!928991 
554 

1.0e-62 
132 
96 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2464852 

191 

1.0e-14 

114 

43 

(299707) 



putative protein [Arabidopsis thaliana] 



214808 

LIB3146-057-Q1-K1-B9 

BLASTX 

g3319208 

423 

1.0e-41 

112 

79 

(U68751) ubiquitin-carboxyl extension [Daucus carota] 
214809 

LIB3146-057-Q1-K1-C1 

BLASTX 

g2388577 

436 

3.0e-43 

118 

75 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

214810 

LIB314 6-057-Q1-K1-C12 

BLASTX 

gl652860 

167 

1.0e-ll 

80 
42 

(D90909) hypothetical protein [Synechocystis sp.] 
214811 

LIB3146-057-Q1-K1-C2 

BLASTX 

g2558962 

382 

6.0e-37 

77 

100 

(AF025667) histone H2B1 [Gossypium hirsutum] 
214812 

LIB3146-057-Q1-K1-C4 

BLASTX 

g3024871 

148 

2.0e-09 

123 
33 



29966 



NCBI Description HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214813 

LIB3146-057-Q1-K1-C8 

BLASTX 

g543905 

672 

7.0e-71 

133 

92 

BRAS S INOS TERO I D-REGCJLATE D PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

214814 

LIB314 6-057-Q1-K1-C9 

BLASTX 

g543565 

288 

7.0e-26 

90 

58 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj__BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (CJ19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

214815 

LIB314 6-057-Q1-K1-D1 

BLASTX 

g2342682 

157 

1.0e-10 

58 
62 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

214816 

LIB3146-057-Q1-K1-D11 

BLASTX 

g2194137 

272 

5,0e-24 

107 

54 

(AC002062) ESTs gb_R29947, gb_H76702 come from this gene. 
[Arabidopsis thaliana] 

214817 

LIB3146-057-Q1-K1-D12 

BLASTX 

g2842480 

612 

7.0e-64 
129 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



91 

(AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 

214818 

LIB3146-057-Q1-K1-D5 

BLASTX 

g3510260 

297 

7.0e-27 

107 

59 

(AC005310) putative AP2 domain containing protein 
[Arabidopsis thaliana] >gi_3522951 (AC004411) putative AP2 
domain containing protein [Arabidopsis thaliana] 

214819 

LIB314 6-057-Q1-K1-D6 

BLASTX 

g3334144 

343 

2.0e-32 

90 

73 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 

214820 

LIB314 6-057-Q1-K1-D7 

BLASTX 

gl931638 

182 

2.0e-13 

111 

44 

(U95973) transcription factor RUSH-lalpha isolog 
[Arabidopsis thaliana] 

214821 

LIB314 6-057-Q1-K1-E10 

BLASTX 

g3334244 

396 

2.0e-38 

82 

87 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S~D- LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 

214822 

LIB314 6-057-Q1-K1-E12 

BLASTX 

g4126401 

638 



29968 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7.Ge-67 

142 

83 

(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 
214823 

LIB3146-057-Q1-K1-E2 

BLASTX 

g2833389 

271 

7.0e-24 

54 

85 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_emb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 

214824 

LIB3146-057-Q1-K1-E7 

BLASTX 

g4432860 

320 

9.0e-30 

106 

27 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

214825 

LIB3146-057-Q1-K1-E8 

BLASTX 

gl742965 

347 

9.0e-33 

123 

55 

(Y09562) HAPp48,5 protein [Arabidopsis thaliana] 
214826 

LIB3146-057-Q1-K1-E9 

BLASTN 

g4105130 

35 

3.0e-10 

91 
86 

Spinacia oleracea ClpC protease (clpC) mRNA, chloroplast 
gene encoding chloroplast protein, complete cds 

214827 

LIB3146-057-Q1-K1-F1 

BLASTX 

g4567225 

257 

3.0e-22 

77 

66 
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NCBI Description (AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214828 

LIB314 6-057-Q1-K1-F12 

BLASTX 

g431164 

177 

2.0e-13 

44 

73 

(D21823) ORF [Lilium longif lorum] 
214829 

LIB3146-057-Q1-K1-F2 

BLASTX 

g3894168 

234 

2.0e-19 
136 
35 

(AC005312) 
thaliana] 



similar to phloem- specific lectin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214830 

LIB3146-057-Q1-K1-F4 

BLASTX 

gl20668 

558 

1.0e-57 

121 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12}, cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var, 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214831 

LIB3146-057-Q1-K1-F5 

BLASTX 

g3924609 

405 

1.0e-39 

140 

54 

(AF069442) putative polyprotein of LTR transposon 
[Arabidopsis thaliana] 

214832 

LIB3146-057-Q1-K1-F8 

BLASTX 

g3894168 

227 

1.0e-18 
133 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

214833 

LIB3146-057-Q1-K1-G4 

BLASTX 

g3341687 

154 

3.0e-10 

58 
57 

(AC003672) putative ras protein [Arabidopsis thaliana] 
214834 

LIB314 6-057-Q1-K1-G9 

BLASTX 

gl771780 

407 

7.0e-40 

109 

79 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 



214835 

LIB3146-057-Q1-K1-H10 

BLASTX 

g3152606 

172 

2.0e-12 

94 

44 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 

214836 

LIB314 6-057-Q1-K1-H12 

BLASTX 

g464621 

275 

2.0e-24 

119 
54 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S2858( 

ribosomal protein ML16 - common ice plant 
>gi_19539__emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

214837 

LIB3146-057-Q1-K1-H3 

BLASTX 

g2104675 

320 

9.0e-30 

107 

58 

(X97903) transcription factor [Vicia faba] 
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Qp>rr No 


214838 - 


oeq. J-JJ 


T.TR31 4 6-057-O1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4512671 


TDT 7\ Q T 1 onoro 
oi-Lfio 1 bLUIc 


?1 7 


Hi Value 


J. • UC X / 


jyiatcn iengun 


R £ 




70 


jn v .d± uescripuiun 




Op/r No 


214839 


Oarr TTi 
oet^. -LU 


LIR3 14 6-057 -01-K1-H6 


L*lctIlUU 




NCBI GI 


g3927831 


BLAST score 


507 


Tr* tt a 1 no 

Hi vaiue 


i n^-R1 


LYLcL ten xeny uii 


J. Z, 1 


% identity 




UpDT np<5pr i of" i on 


^AC0057271 similar to 




fVial t anal 




214840 


Seq. ID 


LIB3146-057-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


209 


E value 


1.0e-16 


Match length 


71 


% identity 


56 



3 [Arabidopsis 



NCBI Description 



PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 


214841 


Seq. ID 


LIB3146-057-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3935184 


BLAST score 


157 


E value 


2.0e-10 


Match length 


96 


% identity 


34 


NCBI Description 


(AC004557) F17L21.27 [Arabidop 


Seq. No. 


214842 


Seq. ID 


LIB3146-058-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3914442 


BLAST score 


442 


E value 


6.0e-44 


Match length 


127 


% identity 


71 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 



UNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214843 

LIB3146-058-Q1-K1-A7 

BLASTX 

g2388689 

317 

3.0e-29 

135 

50 

(AF016633) GH1 protein [Glycine max] 
214844 

LIB3146-058-Q1-K1-A8 

BLASTX 

gll5813 

336 

2.0e-31 

101 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

214845 

LIB3146-058-Q1-K1-B2 

BLASTX 

g548770 

417 

2.0e-41 

83 
92 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

214846 

LIB3146-058-Q1-K1-B3 

BLASTX 

g548770 

350 

5.0e-33 

132 

58 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

214847 

LIB3146-058-Q1-K1-B4 

BLASTX 

g548770 

433 

6.0e-43 

128 

66 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj__BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 
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Seq. No. 


214848 


Seq. ID 


LIB3146-058-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


163 


E value 


8.0e-12 


Match length 


51 


% identity 


65 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir S38359 ribosom 




protein L3 - rice >gi_3G3853_dbj_BAA02155_ (D12630) 




ribosomal protein L3 [Oryza sativa] 


Seq. No. 


214849 


Seq. ID 


LIB3146-058-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl!25691 


BLAST score 


205 


E value 


4.0e-16 


Match length , 


56 


% identity 


82 


NCBI Description 


(X94301) DnaJ protein [Solanum tuberosum] 


Seq. No. 


214850 


Seq. ID 


LIB3146-058-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3913420 


BLAST score 


156 


E value 


2.0e-10 


Match length 


67 


% identity 


49 


NCBI Description 


S - ADENOS YLMET H I ON INE DECARBOXYLASE PROENZYME (ADOMETDC) 




(SAMDC) >gi_1421752 (U60592) S-adenosylmethionine 




decarboxylase [Pisum sativum] 


Seq. No. 


214851 


Seq. ID 


LIB314 6-058-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


501 


E value 


7.0e-51 


Match length 


108 


% identity 


91 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq. No. 


214852 


Seq. ID 


LIB314 6-058-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


426 


E value 


4.0e-42 


Match length 


117 


% identity 


64 


NCBI Description 


(Y12295) glutathione transferase [Arabidopsis thaliana] 


Seq. No. 


214853 


Seq. ID 


LIB3146-058-Q1-K1-C2 
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Method BLASTX 

NCBI GI g3914740 

BLAST score 450 

E value 7.0e-45 

Match length 114 

% identity 75 

NCBI Description 60S RIBOSOMAL PROTEIN L26 >gi_2160300_db:__BAA18941_ 
(D78495) ribosomal protein [Brassica rapa] 

Seq. No. 214854 

Seq. ID LIB3146-058-Q1-K1-C5 

Method BLASTX 

NCBI GI g4512671 

BLAST score 229 

E value 6.0e-19 

Match length 58 

% identity 71 t 
NCBI Description (AC006931) unknown protein [Arabidopsis thalxana] 

Seq. No. 214855 

Seq. ID LIB3146-058-Q1-K1-C6 

Method BLASTX 

NCBI GI g!710587 

BLAST score 567 

E value 1.0e-58 

Match length 129 

% identity 88 

NCBI Description 60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_1196897 (L46848) acidic 
ribosomal protein P0 [Glycine max] 

Seq. No. 214856 

Seq. ID LIB3146-058-Q1-K1-C8 

Method BLASTN 

NCBI GI g2264305 

BLAST score 35 

E value 4.0e-10 

Match length 51 

% identity 92 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

Seq. No. 214857 

Seq. ID LIB3146-058-Q1-K1-D1 

Method BLASTX 

NCBI GI g4455246 

BLAST score 238 

E value 5.0e-20 

Match length 92 

% identity 54 

NCBI Description (AL035523) putative protein [Arabidopsis thaliana] 

Seq. No. 214858 

Seq. ID LIB3146-058-Q1-K1-D12 

Method BLASTX 

NCBI GI g3184285 

BLAST score 225 

E value 2.0e-18 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



63 

65 - 

(AC004136) hypothetical protein [Arabidopsis thaliana] 
214859 

LIB3146-058-Q1-K1-D2 

BLASTX 

gl22106 

410 

3.0e-40 

82 

100 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi__2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivura] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 

(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914__ 

(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

214860 

LIB3146-058-Q1-K1-D4 

BLASTX 

g464851 

172 

3.0e-12 

43 
77 

TUBULIN BETA- 2 CHAIN >gi__42178 4_pir S32669 tubulin beta-2 

chain - fern (Anemia phyllitidis) (fragment) 
>gi_296500_emb_CAA48930_ (X69186) beta tubulin 2 [Anemia 
phyllitidis] 

214861 

LIB3146-058-Q1-K1-D7 

BLASTX 

g3850587 

328 

1.0e-30 

118 
59 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

214862 

LIB3146-058-Q1-K1-D8 

BLASTX 

g3859606 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



238 

1.0e-21 

101 
51 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, £=1.36-79, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214863 

LIB3146-058-Q1-K1-D9 

BLASTX 

g3549291 

158 

1.0e-10 
82 
50 

(AF074923) 
ananassa] 



endo-1, 4-beta-glucanase precursor [Fragaria x 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214864 

LIB3146-058-Q1-K1-E12 

BLASTX 

g4335719 

160 

7.0e-ll 

50 
56 

(AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 

214865 

LIB3146-058-Q1-K1-E3 

BLASTX 

g3746069 

156 

2.0e-10 

91 
31 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 

214866 

LIB3146-058-Q1-K1-E4 

BLASTX 

g232031 

215 

3.0e-17 

67 

58 

ELONGATION FACTOR 1 BETA' >gi_32285 l_pir S29224 

translation elongation factor eEF-1 beta 1 chain - rice 
>gi_218161_dbj_BAA02253__ (D12821) elongation factor 1 beta 1 
[Oryza sativa] 

214867 

LIB3146-058-Q1-K1-E6 

BLASTX 

g3176684 
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© 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



143 

7.0e-09 

80 
38 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens* ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


214868 


Seq. ID 


LIB3146-058-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


568 


E value 


1.0e-58 


Match length 


132 


% identity 


81 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


214869 


Seq. ID 


LIB3146-058-QI-K1-E8 


Method 


BLASTX 


NCBI GI 


g4417280 


BLAST score 


337 


E value 


1.0e-31 


Match length 


88 


% identity 


75 


NCBI Description 


(AC007019) putative ATP 


Seq. No. 


214870 


Seq. ID 


LIB3146-058-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2244990 


BLAST score 


239 


E value 


9.0e-22 


Match length 


93 


% identity 


56 


NCBI Description 


(Z97340) similarity to L 



Caenorhabditis [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214871 

LIB3146-058-Q1-K1-F12 

BLASTX 

g2738949 

554 

3.0e-57 

112 
90 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



214872 

LIB3146-058-Q1-K1-F2 

BLASTX 

gll72556 

390 

8.0e-38 
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# 



83 
90 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE -DE PENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 

214873 

LIB3146-058-Q1-K1-F4 
BLASTX 
g3152618 
380 

1.0e-36 

108 
67 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 

Seq. No. 214874 

Seq. ID LIB3146-058-Q1-K1-F5 

Method BLASTN 

NCBI GI g2264312 

BLAST score 33 

E value 6.0e-09 

Match length 45 

% identity 93 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOK16, complete sequence [Arabidopsis thaliana] 

Seq. No. 214875 

Seq. ID LIB3146-058-Q1-K1-G1 

Method BLASTX 

NCBI GI gl374 60 

BLAST score 141 

E value 5.0e-16 

Match length 110 

% identity 56 

NCBI Description VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+-ATPase [Daucus carota] 

Seq. No. 214876 

Seq. ID LIB314 6-058-Q1-K1-G10 

Method BLASTX 

NCBI GI g3386609 

BLAST score 157 

E value 1.0e-10 

Match length 100 

% identity 45 

NCBI Description (AC004665) putative DNA-binding protein [Arabidopsis 
thaliana] 

Seq. No. 214877 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-058-Q1-K1-G2 

BLASTX 

g2688824 

265 

2.0e-23 

66 

80 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 

214878 

LIB314 6-058-Q1-K1-G4 

BLASTX 

g3024127 

687 

1.0e-72 

136 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

214879 

LIB3146-058-Q1-K1-G5 

BLASTX 

g3618320 

242 

2.0e-20 

55 
84 

(AB001888) zinc finger protein [Oryza sativa] 
214880 

LIB3146-058-Q1-K1-G7 

BLASTX 

g4539292 

291 

3.0e-26 

59 
88 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214881 

LIB314 6-058-Q1-K1-H2 

BLASTX 

g2677830 

550 

1.0e-56 

117 

93 

(U93168) ribosomal protein L12 



[Prunus armeniaca] 



Seq. No. 
Seq. ID 
Method 



214882 

LIB3146-058-Q1-K1-H4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3461884 
351 

3.0e-33 

105 

69 

(AB006082) phosphoribosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi_3461886_dbj_BAA32529_ (AB006083) 
phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214883 

LIB314 6-058-Q1-K1-H8 

BLASTX 

g3868758 

350 

4.0e-33 

102 

62 

(D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214884 

LIB3146-059-Q1-K1-A1 

BLASTX 

g2104536 

301 

2.0e-27 

61 

80 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214885 

LIB3146-059-Q1-K1-A10 

BLASTN 

g2564048 

35 

3.0e-10 

134 

65 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



214886 

LIB314 6-059-Q1-K1-A4 

BLASTX 

gl22085 

345 

1.0e-32 

90 
81 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
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>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M774 94) histone H3 
[Petroselinum crispum] >gi_169659 (M774 95) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_131477 9 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



214887 

LIB3146-059-Q1-K1-A8 

BLASTX 

g2833388 

547 

3.0e-56 

121 

82 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214888 

LIB3146-059-Q1-K1-A9 

BLASTX 

g2245136 

498 

2.0e-50 

134 

69 

(Z97344) trehalose- 6-phosphate synthase homolog 
[Arabidopsis thaliana] 

214889 

LIB3146-059-Q1-K1-B1 

BLASTX 

gll71866 

256 

1.0e-22 

49 
94 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214890 

LIB314 6-059-Q1-K1-B10 

BLASTX 

g4371290 

199 

2.0e-15 

51 

67 

(AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214891 

LIB314 6-059-Q1-K1-B11 

BLASTX 

g4529972 

447 

9.0e-45 

100 

82 

(AC002330) putative chloroplast outer envelope 8 6-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214892 

LIB3146-059-Q1-K1-B7 

BLASTX 

g2443836 

229 

2.0e-19 

60 

68 

(AF020793) tonoplast intrinsic protein homolog MSMCP1 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214893 

LIB3146-059-Q1-K1-B8 

BLASTX 

g4455244 

265 

2.0e-23 

96 

55 

(AL035523) MtN3-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214894 

LIB314 6-059-Q1-K1-C11 

BLASTX 

g4160402 

242 

2.0e-20 

115 

50 

(AJ132240) eukaryotic translation initiation factor 5 [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



214895 

LIB3146-059-Q1-K1-C6 

BLASTX 

g3128173 



29983 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

5.0e-ll 

38 
74 

(AC004521) hypothetical protein [Arabidopsis thaliana] 



beq. No. 


z i ft o -/O 


Seq. ID 


t t"d*5i a c_nRQ— ni — T<f i - 


Method 


qt 7\ OTV 

bLAb 1 A 


NCBI CjI 


nil H91 9 1 

go / uz ±z i 


BLAST score 


1 Qt; 

i y o 


E value 


z . ue-io 


Match length 


7 1 


% identity 


c\ 
oi 


NCBI Description 


(AJ011681) retinol 




rub rum] 


Seq. No. 


Z 14 o y / 


Seq. ID 


li Bo 14 o-uoy-yi-Ki- 


Method 


DT t\ C" rp V 

BliAbiA 


NCBI GI 


gz / oUozo 


BLAST score 


xyo 


E value 


i . ue — 14 


Match length 


ill 


% identity 




NCBI Description 


(AC002130) F1N21J 


Seq. No. 


214898 


Seq. ID 


LIB3146-059-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g2499614 


BLAST score 


315 


E value 


4.0e-29 


Match length 


80 


% identity 


75 


NCBI Description 


MI TOGEN- ACT I VATE D 



retinoblastoma-related protein [Che nop odium 



8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



OTEIN KINASE HOMOLOG NTF3 (P43) 

_ _^ 59 mitogen-activated protein kinase 3 

homolog ntf3 - common tobacco >gi_4 06751_emb_CAA49592_ 
(X69971) NTF3 [Nicotiana tabacum] 

214899 

LIB3146-059-Q1-K1-D5 

BLASTX 

g3548802 

193 

8.0e-15 

75 
48 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

214900 

LIB314 6-059-Q1-K1-D6 

BLASTX 

g2746515 

230 



29984 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-25 

104 

63 

(AF037558) alcohol dehydrogenase 2 [Leavenworthia stylosa] 
214901 

LIB3146-059-Q1-K1-D9 

BLASTX 

g3176667 

353 

1.0e-33 

104 

70 

(AC004393) 
gb 1001369 



Similar to hypothetical 41.9KD protein 
from sequence of Synechocystis sp. gb_D64006. 



[Arabidopsis thaliana] 



Seq. No. 


214902 


Seq. ID 


LIB3146-059-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


414 


E value 


1.0e-40 


Match length 


121 


% identity 


60 


NCBI Description 


(AC003981) F22O13.10 [Arabidopsis thaliana] 


Seq. No. 


214903 


Seq. ID 


LIB314 6-059-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2462837 


BLAST score 


187 


E value 


3.0e-14 


Match length 


64 


% identity 


62 


NCBI Description 


(AF000657) hypothetical protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214904 

LIB3146-059-Q1-K1-F1 

BLASTX 

g2961345 

406 

1.0e-39 

93 

76 

(AL022140) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214905 

LIB3146-059-Q1-K1-F11 

BLASTX 

g2529678 

205 

3.0e-16 

74 

64 

(AC002535) unknown protein [Arabidopsis thaliana] 



29985 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214906 

LIB314 6-059-Q1-K1-F6 

BLASTX 

gll74470 

340 

5.0e-32 

116 

59 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Con "KTn 


91 4907 

ill / 


Seq. ID 


LIB314 6-059-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3927830 


BLAST score 


268 


E value 


1.0e-23 


Match length 


116 


% identity 


23 


NCBI Description 


(AC005727) hypothetical protein 


Seq. No. 


214908 


Seq. ID 


LIB314 6-059-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


621 


E value 


5.0e-65 


Match length 


115 


% identity 


100 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 2119271 



[Arabidopsis thaliana] 



- garden pea >gi_525332 
sativum] 



(U12589) alpha-tubulin [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214909 

LIB3146-059-Q1-K1-G1 

BLASTX 

gl408471 

505 

3.0e-51 

113 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214910 

LIB3146-059-Q1-K1-G11 

BLASTX 

g3618214 

147 

2.0e-09 

102 

31 

(AL031579) 
pombe] 



dihydrofolate reductase [Schizosaccharomyces 



29986 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214911 \* 

LIB3146-059-Q1-K1-G3 

BLASTX 

g3023751 

328 

8.0e-31 

106 

59 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPT IDYL PROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 


214912 




oeq. id 


T TT5"31 A £ — r\KCk— A1 — Tfl —C A 

LiIJd ji^i d uoy yj. j\i u4 




Method 


DT 7\ CTV 

DliAol A 




NCBI GI 


gooiyoo^ 




bb/ioj. score 


1 GLA 
104 




E value 


7 . Oe-12 




Match length 


41 




% identity 


ou 




NCBI Description 


(AJ004 960) elongation factor 


1-alpna (El 




arietinum] 




Seq. No. 


214913 




Seq. ID 


LIB3146-059-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


g3087888 




BLAST score 


163 




E value 


3.0e-ll 




Match length 


55 




% identity 


58 




NCBI Description 


(X94302) hexokinase [Solanum 


tuberosum] 


Seq. No. 


214914 




Seq. ID 


LIB3146-059-Q1-K1-H10 




Method 


BLASTX 




NCBI GI 


g729617 




BLAST score 


271 




E value 


7.0e-24 




Match length 


72 




% identity 


72 




NCBI Description 


78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 



[Cicer 



1 (GRP 78-1) 

(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 1) (BIP 

1) >gi_100337_pir S21877 heat shock protein BiP homolog 

blpl - common tobacco (fragment) >gi_19805_emb_CAA42662_ 
(X60060) luminal binding protein (BiP) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



214915 

LIB3146-059-Q1-K1-H11 

BLASTX 

g3335361 

240 

3.0e-20 
50 



29987 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(AC003028) putative acyltransf erase [Arabidopsis thaliana] 
214916 

LIB314 6-059-Q1-K1-H3 

BLASTX 

g4539307 

173 

8.0e-13 

46 
72 

(AL04 9480) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214917 

LIB3146-059-Q1-K1-H5 

BLASTX 

g2494416 

115 

1.0e-09 

46 

55 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



CYTOSOLIC 

1 - PHOS PHOH YDROLASE ) 



(FBPASE) 

>gi_166956 (M80597) fructose-1, 6-bisphosphatase [Beta 

vulgaris] >gi_444324_prf 1906373A cytosolic fructose 

bisphosphatase [Beta vulgaris] 

214918 

LIB314 6-059-Q1-K1-H7 

BLASTX 

g4160292 

315 

4.0e-29 

91 

69 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
214919 

LIB314 6-059-Q1-K1-H8 

BLASTX 

g4263717 

156 

2.0e-10 

63 

51 

(AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 

214920 

LIB3146-060-Q1-K1-A11 

BLASTX 

g2239089 

256 

4.0e-22 

102 

48 



29988 



NCBI Description 



(284386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ . { Z98758 ) 
anthranilate N-hydroxycinnamoyl /benzoyl transf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214921 

LIB3146-060-Q1-K1-A2 

BLASTX 

g3914002 

340 

6.0e-32 

80 

85 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 


214922 


Seq. ID 


LIB3146-060-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl806283 


BLAST score 


351 


E value 


3. Oe-33 


Match length 


1 Art 

100 


% identity 


73 


NCBI Description 


(Z79637) Histone H4 homologue [i 


Seq. No. 


214923 


Seq. ID 


LIB3146-060-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g400515 


BLAST score 


178 


E value 


6.0e-13 


Match length 


66 


% identity 


48 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE ] 




/or nn i \« ■! O / A C\ v-\l OOQO/1Q 

(cl-Jdo ) -^gi j4oi)4u pir b^az^y j 




(ubiquinone) (EC 1.6.5.3) chain 




>gi_2 4 6_emb_CAA4 4 90 4_ (X63219) ] 




taurus] 


Seq. No. 


214924 


Seq. ID 


LIB314 6-060-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


502 


E value 


5.0e-51 


Match length 


106 


% identity 


95 


NCBI Description 


(AJ005346) 40S ribosomal protei 


Seq. No. 


214925 


Seq. ID 


LIB3146-060-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2144271 


BLAST score 


344 


E value 


2.0e-32 


Match length 


85 



[Sesbania rostrata] 



(COMPLEX I-B8) 



-B8 - bovine 



29989 



% identity 

NCBI Description 



79 

trans-cinnamate 4-monooxygenase (EC 1,14.13.11} C - Populus 
kitakamiensis (fragment) >gi__1777372_dbj_BAA11578_ (D82814) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



oeq » iMo • 


91 4Q9fi 


C flrr TP) 


T.TR?1 46—060-01 -K1 -R4 

IilDJl'iv UUU ^X I\X J_) *t 


jyie inou 




IN \s D X ox 


a41S0974 


oiifioi score 


joy 


£j ValUc 


■ Uc O J 


Mafph 1 "pi 
lYIclLOIl Xoiiy Lll 


-7 J 


T /~\ T^l "f~ "1 4™ T T 

^ iaeni.iuy 




NCBI Description 


(AJ224331) cystatin [Castanea sativa] 


oeq . ino . 


914 Q97 


beq. xu 


T TRll 4 £ — 0 60—nl — 1 — P£ 
±jXi3.jXfi O U Du yl J\l DO 


Method 


Liljiib 1 A 


LN^DX bi 


rrl 9Q7? R Q 
y x<£ _? / ooiv 


rSLi/iol score 




E value 


o . ue-oz 


ixiax-cn lenyLn 


i ^o 


% identity 


1 A 

1 4 


NCBI Description 


(U53701) alcohol dehydrogenase 2d [Goss; 


beg. no. 




beq. ID 


t T'D'SI yi £ r\i;n p>l 1^1 no 


Metnoa 


rJiiAblA 


JNCBl bx 


«TQ 1 CO/I ^ 

gzo ioz4 o 


nLfibi score 


Zxo 


E value 


y . ue-io 




jj 


% identity 


7 1 


lnodx Ucscnpiion 


fYQ^nflQ \ pi t o o T -f- 9 mo+'a11^t"'hn nnoi n 


Seq. No. 


214929 


beq. iu 




Method 


DT a CTV 


\ir*~DT r'T 


_Q O Q CL£(\ Q 

gooooouy 


ijj_L£-10 1 bUUIC 


9Q6 

Z. .7 O 


E value 


o . ue— z / 


Match length 


loo 


% identity 


4 7 
4 / 








thaliana] 


Seq. No. 


214930 


Seq. ID 


LIB3146-060-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


218 


E value 


1.0e-17 


Match length 


77 


% identity 


47 



NCBI Description 



(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



29990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214931 

LIB3146-060-Q1-K1-* 
BLASTX 
g548770 
678 

1.0e-71 

140 

89 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214932 

LIB3146-060-Q1-K1-C3 

BLASTX 

g2500047 

498 

2.0e-50 

110 

82 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi__534 916_emb_CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214933 

LIB3146-060-Q1-K1-C7 

BLASTX 

g2244775 

201 

1.0e-15 
112 
42 

(Z97335) 
thaliana] 



salt-inducible protein homolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214934 

LIB3146-060-Q1-K1-C9 

BLASTX 

g2129918 

471 

2.0e-47 

134 

63 

BPF-1 protein - parsley >gi_396197_emb__CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_441310_emb_CAA44518__ 
(X62653) BPF-1 [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214935 

LIB3146-060-Q1-K1-D7 

BLASTX 

g4490330 

636 

1.0e-66 

129 
88 

(AL035656) splicing factor-like protein [Arabidopsis 



29991 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214936 - *" " 

LIB3146-060-Q1-K1-D8 

BLASTX 

g4567304 

185 

8.0e-14 

101 
43 

(AC005956) unknown protein [Arabidopsis thaliana] 



214937 

LIB314 6-060-Q1-K1-E10 

BLASTX 

g2746719 

133 

4.0e-17 

53 

93 

(AF03838 6) histone H2B 



[Capsicum annuum] 



214938 

LIB3146-060-Q1-K1-E11 

BLASTX 

gl707130 

173 

2.0e-12 

88 

48 

(U80455) coded for by C. elegans cDNA yk45f3.5; coded for 
by C. elegans cDNA yk9h4.5; coded for by C. elegans cDNA 
ykl04a4.5; coded for by C. elegans cDNA yk45f3.3; coded for 
by C. elegans cDNA ykl04a4.3; coded for by C. elegans cDNA 
yk80d9 



Seq. No. 


214939 


Seq. ID 


LIB314 6-060-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3738290 


BLAST score 


269 


E value 


1.0e-23 


Match length 


100 


% identity 


50 


NCBI Description 


(AC005309) unknown protein 


Seq. No. 


214940 


Seq. ID 


LIB3146-060-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g729668 


BLAST score 


341 


E value 


4.0e-32 


Match length 


81 


% identity 


86 


NCBI Description 


HISTONE HI >gi 2147479 pir 



_S65059 histone HI, 
drought -inducible - Lycopersicon pennellii >gi_4 36823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



29992 






214941 


Q& n in 

JC^ • 11/ 


LIB314 6-060-O1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl431629 


DXuuO 1 OtUIc 


377 


Hi Value 


9 Oa-^6 
Z . ue JO 


ixiaLcn lenguu 


i 0^ 

XUO 


o J. Li en UlLy 


68 


iNL/DX uescx -Lpt-lOIl 


/YQQ^dft^ npnti nsrp'hvl p^fpra^p nrpnirsor [Vienna radiatal 




214942 


OcCj* XU 


T TR31 4 6-060-01 -K1 


Method 


BLASTX 


NCBI GI 


g2980770 


DXirlO ± oOUIc 


34 6 


T TT nft 

Jii VaiUc 


X • Uc 3£ 


i*iatcn xeiiyLii 






62 




( at .0991 QR^ nnfafi vp nrof pin kinase TArabidoDsis thaliana 




214943 


oeq. iu 


T TR^I 46-06(1-01 -K1 -F1 
Jj1Dj14u udu yi rvx r x 


Method 


BLASTX 


NCBI GI 


g3367591 


Q T 7VCT 1 o r\ v <cn 

nujt\o i score 


Z Oft 


E value 


d . ue 


Match length 


yo 




S6 


Nubi Description 


^riliUoX 1 jj ) pUL.aX-.lve protclll |_i^XciJJlU.O]yaXo Lilaxiaiiaj 


oeq. 1NO • 


91 4 Q44 


OcCJ ■ XJJ 


T.TR^I 46-060-01 -Kl -F1 9 

JjIDJIt U UUU viX LVX £ X£> 


Method 


OXxriO 1 A 




rr^l ^R973 
y 0 ljji / o 


BLAST score 


514 


E value 


2.0e-52 


ria ten xeiiyt.ii 


1 9 Q 


% identity 


6Q 


NCBI Description 


/TVpnmnRP \ 'hxrr^o-h'ho'i- i pal fivn'htfann TZVy^Hi HnTi<=: i q thai "i an^l 
^nOUU jU JO / lly pu Liie UXOclX LJXUL.trXll [nl dJjlLlupoiD Liiax J-aiiu j 




>rri 41 Q1 773 fAr00S917^ nutative WD-40 reDeat Drotein 




LnrdDlQupSlo tllalldXla J 


O C q . IN O • 


91 4*^4^ 


OC4. XJJ 


T.TR^I 46-060-01 -Kl -F4 


Method 


BLASTX 


NCBI GI 


g3063396 


Diiiioi score 


R1 R 
Olo 


E value 


7 Oo— 

/ . ue o j 


Match length 


1 1 c 

110 




84 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


214946 


Seq. ID 


LIB3146-060-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2569938 



29993 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 

4.0e-30 

76 ' 
79 

(Y15193) 



GAI [Arabidopsis thaliana] 



214947 

LIB314 6-060-Q1-K1-F7 

BLASTN 

g4376087 

47 

3.0e-17 

119 
85 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



-F8 



214948 

LIB3146-060-Q1-K1- 
BLASTX 
g!563719 
164 

2.0e-ll 

86 
47 

(Y08320) cyclophylin [Digitalis lanata] 
214949 

LIB314 6-060-Q1-K1-G1 

BLASTX 

g4510363 

436 

3.0e-43 
106 
75 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 214950 

Seq. ID LIB3146-060-Q1-K1-G11 

Method BLASTX 

NCBI GI g2245005 

BLAST score 277 

E value 1.0e-24 

Match length 75 

% identity 41 

NCBI Description (Z97341) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 214951 

Seq. ID LIB3146-060-Q1-K1-G3 

Method BLASTX 

NCBI GI g2583130 

BLAST score 145 

E value 4.0e-09 

Match length 97 

% identity 31 

NCBI Description (AC002387) putative reverse transcriptase [Arabidopsis 



29994 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214952 

LIB3146-060-Q1-K1-G7 

BLASTX 

gl352821 

185 

5.0e-14 

36 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214953 

LIB3146-060-Q1-K1-H1 

BLASTX 

gl707032 

219 

8.0e-18 

109 

43 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 



Seq. No. 


214954 


Seq. ID 


LIB3146-060-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3719211 


BLAST score 


490 


E value 


1.0e-49 


Match length 


118 


% identity 


82 


NCBI Description 


(U97021) UIP2 [Arabidopsis thaliana] 


Seq. No. 


214955 


Seq. ID 


LIB3146-060-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl311386 


BLAST score 


229 


E value 


3.0e-19 


Match length 


76 


% identity 


53 


NCBI Description 


Cyanogenic Beta-Glucosidase Mol_id: 1; 




Beta-Glucosidase; Chain: Null; Ec: 3.2 


Seq. No. 


214956 


Seq. ID 


LIB3146-060-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g!946355 


BLAST score 


335 


E value 


2.0e-31 



.21 



29995 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
50 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

214957 

LIB3146-060-Q1-K1-H6 

BLASTX 

g3954807 

437 

2.0e-43 

132 
58 

(AJ011862) flavonoid 3 T , 5 ' -hydroxylase [Catharanthus 
roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214958 

LIB3146-060-Q1-K1-H9 

BLASTX 

gl698548 

263 

4.0e-35 

131 

64 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
214959 

LIB314 6-061-Q1-K1-A1 

BLASTX 

g!22007 

208 

8.0e-17 

43 

95 

HI STONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

214960 

LIB3146-061-Q1-K1-A10 

BLASTX 

g2498608 

171 

4.0e-12 

98 

39 

L- AS PART ATE OXIDASE (QUINOLINATE SYNTHETASE B) >gi_608530 
(U17232) L-aspartate oxidase [Pseudomonas aeruginosa] 

214961 

LIB3146-061-Q1-K1-A11 

BLASTX 

g466160 

360 

2.0e-34 
84 



29996 



# • 

% identity 82 

NCBI Description HYPOTHETICAL 9.8 KD PROTEIN 2K652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



o^rr Kin 


ii. J_ *i .7 UZ, 




T.TR^I 4 6-061 -HI -K1 -A1 9 




curio x z\ 




rtA S^OOR 


DT flQT cr'nra 


1 RQ 


TP tt 3 1 na 

J_i ValUc 


o . ue ii 




71 


0 J.UC11LJ. uy 


45 


NCBI Description 


(AC007069) putative reverse transcriptase [Arabidops 




thaliana] 


o6CJ. 1NO . 


iiftyoj 


oeq. id 


T TT2 ^ 1 / £ — C\ £1 —1^1 — 7\ 9 
JjlJDOl4 D UDi yi J\l iii 




oJjHo i A 


NCBI GI 


gz4U / oUU 


BLAST score 


/ 


E value 




Match length 


DO 


% identity 


Ob 


NCBI Description 


(Yizo/oj nistone nzA.r/& [Araoiaopsis rnaiianaj 


Seq. No. 


214964 


beq. ID 


1i±i3j14 b — Ubl— yl~ i\l— Ao 


Metnoct 


riLAblA 


NCBI C=rl 


gi /U bo / / 


DLifio i score 


jOj 


E value 


z . ue~bu 


Match length 


1 J 4 


% identity 


70 

/ y 


\I (~* T5 T r*! aoov 1 ! 4- t Ari 

INUJj± UcbCITiptlOIl 


nTWYnROFT avDNiriT — 4 — RFnnpTfl^F fni?R^ ^ FiTHYnRnpfaFMPT^FpnT. 

UJ.n I L/i\wr iJLriv UiNUii *± rvtiiUU^ irioHi \uiii\) [ u ±iLL ui\vj r\j-iiiiL v ir r HiIavJ-u 








dihydroflavonol reductase [Vitis vinifera] 


Seq. No. 


214965 


Seq. ID 


LIB3146-061-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2511541 


BLAST score 


437 


E value 


2.0e-43 


Match length 


101 


% identity 


84 


NCBI Description 


(AF020787) DNA-binding protein GBP16 [Oryza sativa] 



Seq. No. 214966 

Seq. ID LIB3146-061-Q1-K1-B11 

Method BLASTX 

NCBI GI g3264769 

BLAST score 159 

E value 9.0e-ll 

Match length 35 

% identity 83 



29997 



• 



NCBI Description 



(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 



Seq. No. 


214967 


Seq. ID 


LIB314 6-061-Q1-K1-B12 


1X1 G L.llvJ\J. 


RT.A^TX 


\TpDT (ZT 

JNL--D1 ol 


rr^ft S077S 
y jo ju / / o 


dLAoi score 


ft Jl 


TT xra 1 no 
£» ValUc 


1 Op-4? 


\A —i 4- /-i l"\ 1 y> yr 4- V\ 

ixiai.cn lengun 




% identity 


7Q 




(Y1834 6) gluaredoxin [Lycopersicon esculentum] 


Seq. No. 


214968 


Seq. ID 


LIB3146-061-Q1-K1-B3 






Mr*T5 T CT 
JNL/JDl bl 


rr^R.91 7 80 


dlaoi score 


J o 


Ij Value 


J« UC J- -L 


Match length 


JO 


% identity 


±i>u 


iMooi uescripuion 




oeq. iNu. 


914 QfiQ 

£.11 J 


Seq. ID 


LIB3146-061-Q1-K1-B4 


Method 


BLASTX 




gz / jo i?4 y 


joiiAoi score 


OZ / 


E value 


x . ue do 


Maccn xengun 




% identity 


0 0 


NCBI Description 


(AHUZZZIjJ CytOSOllC aSCOiJjal.c pciUXlUabc [riayaiia 




allallaSo a. J 


beq. jno. 


91/1 Q7n 
Z14t y / U 


Seq. ID 


LIB3146-061-Q1-K1-B5 


Method 


BLASTX 


NLdI bl 


yj 0 z iz 0 u 


JdJ_iAo1 score 


/ICQ 

4t o y 


E value 


0 • ue *± 0 


ixiaT.cn lengcn 


117 

11/ 


% identity 


77 


NCBI Description 


vHJUU^yozy asparagme synL^ric3T^a.c>t3 t-ype 11 L- r - ticlifcJU - LU ' ;:> 




vulgaris j 


beq. jno. 


01/ Q7 1 

zi4 y /i 


beq. lu 


T TR^I 4£-fl£1 — nl — K"1 — PP. 
LiDjifto uoi yj. J\l DO 


Method 


BLASTX 


NCBI GI 


g2462762 


BLAST score 


303 


E value 


8.0e-28 


Match length 


103 


% identity 


58 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 



214972 



29998 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 6-061-Q1-K1-C1 

BLASTX 

g4539543 

516 

1.0e-52 

127 

84 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 

214973 

LIB3146-061-Q1-K1-C11 

BLASTX 

g2495365 

519 

5.0e-53 

135 

79 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



214974 

LIB3146-061-Q1-K1-C12 

BLASTX 

g2191167 

234 

1.0e-19 
104 
43 

(AF007270) 
thaliana] 



A_IG002P16.18 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214975 

LIB314 6-061-Q1-K1-C6 

BLASTX 

g2766715 

361 

2.0e-34 

114 

61 

(AF039365) chromomethylase [Arabidopsis arenosa] 
>gi_28 65435 (AF039375) chromomethylase [Arabidopsis 
arenosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214976 

LIB314 6-061-Q1-K1-C7 

BLASTX 

g2370595 

164 

2.0e-ll 

131 

27 

(AJ001414) GTPase activating protein [Yarrowia lipolytica] 



Seq. No. 
Seq. ID 
Method 



214977 

LIB3146-061-Q1-K1-C8 
BLASTX 



29999 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2894598 
261 

1.0e-22 

107 
57 

(AL021889) 



putative protein [Arabidopsis thaliana] 



214978 

LIB3146-061-Q1-K1-D1 

BLASTX 

g4105798 

334 

3.0e-31 

76 

74 

(AF049930) PGP237-11 [Petunia x hybrida] 
214979- 

LIB314 6-061-Q1-K1-D10 

BLASTX 

g548774 

456 

1.0e-45 

112 

79~ 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 


214980 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g3850778 


BLAST score 


441 


E value 


7.0e-44 


Match length 


105 


% identity 


79 


NCBI 'Description 


(Y18346) 


Seq. No. 


214981 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g2266994 


BLAST score 


346 


E value 


1.0e-32 


Match length 


104 


% identity 


62 


NCBI Description 


(U77413) 



-D12 



gluaredoxin [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



O-linked GlcNAc transferase [Homo sapiens] 
>gi_45054 99_ref_NP_003596. l_pOGT_ O-GlcNAc transferase 
(uridine diphospho-N-acet ylglucosamine : polypeptide 
beta-N-acetylglucosaminyl transferase) 

214982 

LIB314 6-061-Q1-K1-D7 

BLASTX 

g2558962 

313 



30000 



E value 


7.0e-29 


Match length 


63 


% identity 


100 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 


Seq. No. 


214983 


Seq. ID 


LIB314 6-061-Q1-K1-D8 


Method 


BLASTX 


EnL-dI (j! 


gj J4zz ii 


BLAST score 


183 


E value 


1.0e-13 


Match length 


51 


% identity 


67 


NCBI Description 


(U89255) Pti4 [Lycopersicon esculentum] 


Seq. No. 


214984 


Seq. ID 


LIB314 6-061-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3319357 


Dj_iiio i score 


9 R 
ZOO 


E value 


4.0e-22 


Match length 


84 


% identity 


60 


NCBI Description 


(AF077407) contains similarity to phosphoenolpyruyate 




synthase (ppsA) (GB : AE001056) [Arabidopsis thaliana] 


Seq. No. 


214985 


Seq. ID 


LIB314 6-061-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2129472 


BLAST score 


452 




A Do-/lR 

^ . ue f± o 


Match length 


105 


% identity 


82 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase {EC 1.2.1.12 




precursor - Scotch pine >gi_1100225 (L32561) 




glyceraldehyde-3-phosphate dehydrogenase [Pinus sylve 


Seq. No. 


214936 


Seq. ID 


LIB314 6-061-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g3241926 


ID J_irio 1 bOUIc 


D 1 


E value 


1.0e-25 


Match length 


213 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MSG15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


214987 


Seq. ID 


LIB314 6-061-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2739010 


BLAST score 


236 


E value 


8.0e-20 


Match length 


132 


% identity 


35 



30001 



NCBI Description (AF022464) CYP77A3p [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214988 

LIB314 6-061-Q1-K1-E9 

BLASTX 

g3319357 

445 

2.0e-44 

129 

70 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB : AE001056) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214989 

LIB314 6-061-Q1-K1-F10 

BLASTX 

g2501578 

584 

1.0e-60 

124 
96 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2 12 9913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

MethotT 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214990 

LIB314 6-061-Q1-K1-F11 

BLASTX 

g3421109 

595 

7.0e-62 
124 
90 

(AF043533) 
thaliana] 



20S proteasome beta subunit PBC2 [Arabidopsis 



Seq. No. 


214991 


Seq. ID 


LIB314 6-061-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


626 


E value 


1.0e-65 


Match length 


128 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus 


Seq. No. 


214992 


Seq. ID 


LIB314 6-061-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


313 


E value 


8.0e-29 


Match length 


122 


% identity 


57 


NCBI Description 


(AC005313) similar to axoneme 




[Arabidopsis thaliana] 



30002 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ' identity 

NCBI Description 



214993* 

LIB314 6-061-Q1-K1-F5 

BLASTX 

g2995990 

394 

3.0e-38 

117 

65 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214994 

LIB314 6-061-Q1-K1-F6 

BLASTX 

g2829918 

380 

1.0e-36 

115 
72 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No. 


214995 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g3236252 


BLAST score 


4 47 


E value 


2.0e-44 


Match length 


135 


% identity 


61 


NCBI Description 


(AC00468 


Seq. No. 


214996 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g2431769 


BLAST score 


236 


E value 


7.0e-20 


Match length 


61 


% identity 


75 


NCBI Description 


(U62752) 


Seq. No. 


214997 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g3850587 


BLAST score 


249 


E value 


1.0e-21 


Match length 


68 


% identity 


75 


NCBI Description 


(AC00527 



CERl-like protein [Arabidopsis thaliana] 



protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 



214998 



30003 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-061-Q1-K1-G3 , 

BLAST X 

g3264759 

343 

2.0e-49 

112 

92 

(AF071889) 40S ribosomal protein 



S8 [Prunus armeniaca] 



214999 

LIB314 6-061-Q1-K1-G4 

BLASTX 

gl931645 

188 

2.0e-14 

61 

67 

(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 
215000 

LIB3146-061-Q1-K1-G5 

BLASTN 

gl220195 

38 

2.0e-12 

74 

88 

Gossypium hirsutum alcohol dehydrogenase 2a mRNA, complete 
cds 



Seq. No. 


215001 






Seq. ID 


LIB3146-061 


-Q1-K1-G8 




Method 


BLASTX 






NCBI GI 


g3309170 






BLAST score 


307 






E value 


4.0e-28 






Match length 


115 






% identity 


54 






NCBI Description 


(AF071314) 


COP9 complex subunit 


Seq. No. 


215002 






Seq. ID 


LIB3146-061 


-Q1-K1-G9 




Method 


BLASTX 






NCBI GI 


gl706738 






BLAST score 


197 






E value 


3.0e-15 






Match length 


83 






% identity 


51 






NCBI Description 


FLAVONOL 3- 


SULFOTRANSFERASE 


(F3 




flavonol 3- 


sulfotransf erase 


[Fl 


Seq. No. 


215003 






Seq. ID 


LIB3146-061 


-Q1-K1-H2 




Method 


BLASTX 






NCBI GI 


g3738290 






BLAST score 


313 






E value 


8.0e-29 







4 [Mus musculus] 



30004 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
50 

CAC005309) unknown protein [Arabidopsis thaliana] 
215004 

LIB314 6-061-Q1-K1-H6 

BLASTX 

g4325355 

141 

7.0e-14 

95 
47 

(AF128395) contains similarity to retrovirus-related 
polyproteins [Arabidopsis thaliana] 



Seq. No. 


215005 


Seq. ID 


LIB3146-061 


Method 


BLASTX 


NCBI GI 


g4126401 


BLAST score 


508 


E value 


8.0e-52 


Match length 


100 


% identity 


90 


NCBI Description 


(AB011795) 


Seq. No. 


215006 


Seq. ID 


LIB3147-001 


Method 


BLASTX 


NCBI GI 


g2695861 


BLAST score 


671 


E value 


9.0e-71 


Match length 


140 


% identity 


90 


NCBI Description 


(Y14272) 3- 



-Q1-K1-H9 



flavanone 3-hydroxylase [Citrus sinensis] 



deoxy-D-manno-2-octulosonate- 8 -phosphate 
synthase [Pisum sativum] >gi_2 6958 6 3_emb_CAA74 64 5_ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8-phosphate synthase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215007 

LIB3147-001-Q1-K1-A4 

BLASTN 

g!2292 

224 

1.0e-123 

364 

90 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

215008 

LIB3147-001-Q1-K1-A5 

BLASTN 

gl2292 

228 

1.0e-125 

364 

91 



30005 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

215009 

LIB3147-001-Q1-K1-A8 

BLASTX 

g!14682 

150 

3.0e-10 

60 
50 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

215010 

LIB3147-001-Q1-K1-B1 

BLASTX 

gl710401 

690 

6.0e-73 

144 

90 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044 912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 

215011 

LIB3147-001-Q1-K1-B2 

BLASTX 

g2832898 

609 

2.0e-63 

141 

78 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215012 

LIB3147-001-Q1-K1-C5 

BLASTX 

g872116 

554 

4.0e-57 

130 
24 

(X79770) sti (stress inducible protein) 
215013 

LIB3147-001-Q1-K1-C7 

BLASTN 

g2828187 

32 



[Glycine max] 



30006 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-08 

44 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

215014 

LIB3147-001-Q1-K1-D2 

BLASTX 

gl076746 

603 

9.0e-63 

143 
85 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb__CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

215015 

LIB3147-001-Q1-K1-D3 

BLASTX 

g2055374 

142 

8.0e-O9 

60 

55 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215016 

LIB314 7-001-Q1-K1-D4 

BLASTX 

g3183219 

211 

8.0e-17 

132 
41 

HYPOTHETICAL PROTEIN KIAA0112 (HA0609) 

>gi_434779_dbj_BAA04 948_ (D25218) KIAA0112 [Homo sapiens] 



Seq. No. 


215017 


Seq. ID 


LIB3147-001 


Method 


BLASTN 


NCBI GI 


gl9396 


BLAST score 


59 


E value 


6.0e-25 


Match length 


107 


% identity 


89 


NCBI Description 


Tomato ubi3 


Seq. No. 


215018 


Seq. ID 


LIB3147-001 


Method 


BLASTX 


NCBI GI 


g3913919 


BLAST score 


372 


E value 


1.0e-35 


Match length 


83 



-Q1-K1-D5 



30007 



% identity 

NCBI Description 



84 

ACID BETA- FRUCTOFURANOS I DASE PRECURSOR (ACID 
SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 
(VACUOLAR INVERTASE) >gi_2351827 (U92438) soluble acid 
invertase [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215019 

LIB3147-001-Q1-K1-E1 

BLASTX 

g3024017 

502 

6.0e-51 

99 
95 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 


215020 


Seq. ID 


LIB3147-001-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3132472 


BLAST score 


143 


E value 


8.0e-09 


Match length 


56 


% identity 


50 


NCBI Description 


(AC003096) unknown protein 


Seq. No. 


215021 


Seq. ID 


LIB3147-001-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl835154 


BLAST score 


749 


E value 


7.0e-80 


Match length 


143 


% identity 


90 


NCBI Description 


(Y10267) glutamine syntheta: 


Seq. No. 


215022 


Seq. ID 


LIB3147-001-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g!052973 


BLAST score 


294 


E value 


2.0e-26 


Match length 


72 


% identity 


82 


NCBI Description 


(U37838) fructokinase [Beta 


Seq. No. 


215023 


Seq. ID 


LIB3147-001-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl32939 


BLAST score 


404 


E value 


1.0e-39 


Match length 


108 


% identity 


71 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >g. 



JQ0771 ribosomal 



30008 




protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 215024 

Seq. ID LIB3147-001-Q1-K1-F3 

Method BLASTX 

NCBI GI g508304 

BLAST score 350 

E value 4.0e-33 

Match length 79 

% identity 80 

NCBI Description (L22305) corC [Medicago sativa] 

Seq. No. 215025 

Seq. ID LIB3147-001-Q1-K1-F5 

Method BLASTX 

NCBI GI g4115377 

BLAST score 252 

E value 7.0e-22 

Match length 84 

% identity 55 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 215026 

Seq. ID LIB3147-001-Q1-K1-F6 

Method BLASTX 

NCBI GI g2443757 

BLAST score 209 

E value 5.0e-17 

Match length 67 

% identity 64 

NCBI Description (AF020434) cyclophilin [Arabidopsis thaliana] 

Seq. No. 215027 

Seq. ID LIB3147-001-Q1-K1-F8 

Method BLASTX 

NCBI GI g2924772 

BLAST score 516 

E value 1.0e-52 

Match length 111 

% identity 88 

NCBI Description (AC002334) unknown protein [Arabidopsis thaliana] 

Seq. No. 215028 

Seq. ID LIB3147-001-Q1-K1-G1 

Method BLASTX 

NCBI GI g730463 

BLAST score 322 

E value 8.0e-30 

Match length 105 

% identity 59 



NCBI Description 60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



30009 



•Seq. No. 

S : eq\ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215029 

LTB3147-001-Q1-K1-G3 

BLASTX 

gl762939 

286 

1.0e-25 

91 
59 

(U66266) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215030 

LIB3147-001-Q1-K1-H1 

BLASTX 

g3377797 

595 

8.0e-62 

141 
83 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215031 

LIB314 7-001-Q1-K1-H4 

BLASTX 

g3885515 

414 

1.0e-40 

96 
80 

(AF084202) similar to ribosomal protein S26 [Medicago 
satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215032 

LIB3147-001-Q1-K1-H5 

BLASTX 

gl710551 

245 

8.0e-21 

51 
88 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 



215033 

LIB3147-001-Q1-K2-A10 

BLASTX 

g3334115 

470 

4.0e-47 

116 
82 

ADP, ATP CARRIER PROTEIN 



1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 



30010 




(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF0O6489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215034 

LIB3147-001-Q1-K2-A12 

BLASTX 

g2832664 

195 

5.0e-15 

98 
44 

(AL021710) 
thaliana] 



pollen-specific protein - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



215035 

LIB3147-001 

BLASTX 

g2695861 

616 

4 .Oe-67 

150 
80 

(Y14272) 
synthase 



-Q1-K2-A3 



3-deoxy-D-rnanno-2 
sativumj 



3-deoxy-D-manno-2-octulosonate-8 -phosphate 
[Pisum sativum] >gi__2 6958 63_emb_CAA7 4 645_ (Y14273) 
octulosonate-8 -phosphate synthase [Pisum 



Seq. No. 


215036 


Seq. ID 


LIB3147-001-Q1-K2-A4 


Method 


BLASTN 


NCBI GI 


g559547 


BLAST score 


130 


E value 


7.0e-67 


Match length 


286 


% identity 


90 


NCBI Description 


Transformation vector pPRVlOOB, 


Seq. No. 


215037 


Seq. ID 


LIB3147-001-Q1-K2-A5 


Method 


BLASTN 


NCBI GI 


gl2292 


BLAST score 


212 


E value 


1.0e-116 


Match length 


363 


% identity 


90 


NCBI Description 


Spinach chloroplast DNA homologo 




upstream of rDNA operon 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215038 

LIB314 7-001-Q1-K2-A8 

BLASTX 

gll4682 

160 

2.0e-ll 

55 
60 



30011 



NCBI Description 



ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215039 

LIB3147-001-Q1-K2-A9 

BLASTX 

gll74592 

744 

2.0e-79 

138 
100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215040 

LIB3147-001-Q1-K2-B1 

BLASTX 

gl710401 

464 

1.0e-46 

118 

75 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>giJL044 912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215041 

LIB3147-001-Q1-K2-B10 

BLASTX 

g81634 

302 

2.0e-27 

113 

59 

GTP-binding protein ara-5 - Arabidopsis thaliana (fragment) 
215042 

LIB3147-001-Q1-K2-B11 

BLASTX 

g2213583 

387 

1.0e-37 

112 
70 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
215043 

LIB3147-001-Q1-K2-B2 . 

BLASTX 

g2832898 

570 



30012 



E value 
Match length 
% identity 
NCBI Description 



I 

7;0e-59 

141 

74 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 


215044 


Seq. ID 


LIB3147-001-Q1-K2-B3 


Method 


BLASTN 


NCBI GI 


g296442 


BLAST score 


33 


E value 


6.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


G.max ADR11 mRNA 


o e q . no. 




Seq. ID 


LIB3147-001-Q1-K2-B5 


Method 


BLASTX 


NCBI GI 


g!710401 


BLAST score 


386 


E value 


1.0e-37 


Match length 


96 


% identity 


78 


NCBI Description 


RIBONUCLEOSIDE-DI PHOSPHATE 




(RIBONUCLEOTIDE REDUCTASE) 




>gi_l 044 91 2_emb_CAA6 3 1 9 4_ 




R2 [Nicotiana tabacum] 


Seq. No. 


215046 


Seq. ID 


LIB314 7-001-Q1-K2-B7 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


34 


E value 


2.0e-09 


Match length 


89 


% identity 


23 



(R2 SUBUNIT) 
(X92443) ribonucleotide reductase 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

215047 

LIB3147-001-Q1-K2-B8 

BLASTX 

gll4682 

279 

5.0e-25 

98 
59 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_1004 71_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

215048 

LIB3147-001-Q1-K2-B9 



30013 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31187 

140 

9.0e-09 

32 
81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT- HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi__72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi__21303_emb_CAA31523_ (X13133) PS I subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215049 

LIB3147-001-Q1-K2-C10 

BLASTX 

g2129675 

363 

1.0e-34 

76 
88 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215050 

LIB314 7-001-Q1-K2-C11 

BLASTX 

g2245064 

142 

7.0e-09 

63 

54 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215051 

LIB3147-001-Q1-K2-C12 

BLASTX 

g3236261 

363 

1.0e-34 

128 
52 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215052 

LIB3147-001-Q1-K2-C3 

BLASTN 

g3821780 

33 

3.0e-09 

49 
41 

Xenopus laevis cDNA clone 27A6-1 



30014 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



215053 

LIB3147-001-Q1-K2-C5 

BLASTX 

g2129844 

472 

2.0e-47 

148 
43 

stress-induced protein stil - soybean 
215054 

LIB3147-001-Q1-K2-C6 

BLASTX 

g2497733 

149 

2.0e-ll 

65 

55 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

215055 

LIB3147-001-Q1-K2-C7 

BLASTN 

g2828187 

36 

1.0e-10 

44 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

215056 

LIB3 147-00 1-Q1-K2-D12 

BLASTX 

g730463 

302 

2.0e-27 

105 

57 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yea 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 

215057 

LIB314 7-0 01-Q1-K2-D2 

BLASTX 

g3<986110 

603 

1.0e-62 

143 



30015 



II 



% identity 

"NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 
21505*8 

LIB314 7-001-Q1-K2-D3 

BLASTX 

g2055374 

142 

8.0e-09 

60 
55 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215059 

LIB3147-001-Q1-K2-D4 

BLASTX 

g3183219 

197 

4.0e-15 

134 
39 

HYPOTHETICAL PROTEIN KIAA0112 (HA0609) 

>gi_43477 9_dbj_BAA04 948_ (D25218) KIAA0112 [Homo sapiens] 
215060 

LIB3147-001-Q1-K2-D5 

BLASTX 

g541954 

448 

1.0e-44 

132 
70 

ubiquitin extension protein - white lupine 
>gi_438111_emb_CAA80334_ (Z22613) ubiquitin extension 
protein [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215061 

LIB3147-001-Q1 

BLASTX 

g3273743 

213 

5.0e-17 

94 
45 

(AF057357 
thaliana] 



-K2-D6 



lipid transfer protein 2 precursor [Arabidopsis 
>gi_3786019 (AC005499) unknown protein 



[Arabidopsis thaliana] 
215062 

LIB314 7-001-Q1-K2-D9 

BLASTX 

g2961346 

224 

3*0e-20 

107 

50 



30016 



NCBI Description 



(AL02214 0) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215063 

LIB3147-001-Q1-K2-E1 

BLASTX 

g3024017 

542 

1.0e-55 

119 
90 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi__2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215064 

LIB3147-001-Q1-K2-E11 

BLASTX 

g2144271 

410 

4.0e-40 

134 

65 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) C - Populus 
kitakamiensis (fragment) >gi_1777372_db j_BAA1157 8_ (D82814) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Seq. No. 


215065 


Seq. ID 


LIB3147-001-Q1-K2-E12 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


145 


E value 


4.0e-09 


Match length 


77 


% identity 


48 


NCBI Description 


(AL049481) putative protei 


Seq. No. 


215066 


Seq. ID 


LIB3147-001-Q1-K2-E2 


Method 


BLASTX 


NCBI GI 


g3132472 


BLAST score 


143 


E value 


8.0e-09 


Match length 


56 


% identity 


50 


NCBI Description 


(AC003096) unknown protein 


Seq. No. 


215067 


Seq. ID 


LIB3147-001-Q1-K2-E3 


Method 


BLASTX 


NCBI GI 


g585203 


BLAST score 


546 


E value 


3.0e-56 


Match length 


120 s 


% identity 


79 


NCBI Description 


GLUTAMINE SYNTHETASE ROOT 



ZYME 3 (GLUTAMATE — AMMONIA 
LIGASE) (GS112) >gi_481808_pir S3947 9 glutamate — ammonia 



30017 



ligase (EC 6.3.1.2} 1-3, cytosolic - maize 

>gi_434328_emb_CAA46721__ (X65928) 'glutamine synthetase [Zea 
mays] 



Seq. No. 


215068 


Seq. ID 


LIB3147-001-Q1-K2-E5 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


151 


E value 


7.0e-10 


Match length , 


92 


% identity 


41 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum 


beq. no. 


Z 1 3 U 0 y 


Seq. ID 


LIB3147-001-Q1-K2-E8 


Method 


BLASTN 


NCBI GI 


gl66857 


BLAST score 


33 


E value 


5.0e-09 


Match length 


89 


% identity 


84 


NCBI Description 


Arabidopsis thaliana cytoplasmic ribosomal protein mRNA 




complete cds 


Seq. No. 


215070 


Seq. ID 


LIB3147-001-Q1-K2-E9 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


426 


E value 


4.0e-42 


Match length 


117 


% identity 


68 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


215071 


Seq. ID 


LIB3147-001-Q1-K2-F1 


Method 


BLASTX 


NCBI GI 


gl052973 


BLAST score 


287 


E value 


8.0e-26 


Match length 


72 


% identity 


81 


NCBI Description 


(U37838) fructokinase [Beta vulgaris] 


Seq. No. 


215072 


Seq. ID 


LIB3147-001-Q1-K2-F12 


Method 


BLASTX 


NCBI GI 


g2104712 


BLAST score 


227 


E value 


1.0e-18 


Match length 


121 


% identity 


41 


NCBI Description 


(U95180) endosperm specific protein [Zea mays] 


Seq. No. 


215073 


Seq. ID 


LIB3147-001-Q1-K2-F2 



30018 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32939 

363 

8.0e-35 

102 
67 

60S RIBOS.OMAL PROTEIN L3 >gi_81657._pir_JQ0771 ribosomal 
protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


215074 


Seq. ID 


LIB3147-001-Q1-K2-F3 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


350 


E value 


4.0e-33 


Match length 


79 


% identity 


80 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


215075 


Seq. ID 


LIB3147-001-Q1-K2-F5 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


355 


E value 


1.0e-33 


Match length 


145 


% identity 


48 


NCBI Description 


(AC005 967) unknown protein [Arabidopsis 


Seq. No. 


215076 


Seq. ID 


LIB3147-001-Q1-K2-F6 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


349 


E value 


5.0e-33 


Match length 


113 


% identity 


64 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


215077 


Seq. ID 


LIB3147-001-Q1-K2-F7 


Method 


BLASTX 


NCBI GI 


g3618214 


BLAST score 


155 


E value 


3.0e-10 


Match length 


107 


% identity 


32 


NCBI Description 


(AL031579) dihydrofolate reductase [Schi 




pombe] 


Seq. No. 


215078 


Seq. ID 


LIB3147-001-Q1-K2-G1 


Method 


BLASTX 


NCBI GI 


g730463 


BLAST score 


322 


E value 


8.0e-30 



30019 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yeast 
ribosomal 



105 
59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 

(Saccharomyces cerevisiae) >gi_484241 (L23923) 
protein L37 [Saccharomyces^ cerevisiae] 
>gi_1420537__emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 

215079 

LIB3147-001-Q1-K2-G11 

BLASTX 

g2498464 

243 

1.0e-20 

87 
57 

28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) { PDGF 
ASSOCIATED PROTEIN) >gi_1136584 (U41745) PDGF associated 
protein [Homo sapiens] >gi 1589642 prf 2211382B 
platelet-derived growth factor-associated protein [Homo 
sapiens] 

215080 

LIB3147-001-Q1-K2-G12 

BLASTX 

g549742 

145 

3.0e-09 

58 
41 

HYPOTHETICAL 47,4 KD PROTEIN IN PAS1-MST1 INTERGENIC REGION 

>gi_539215_pir S38032 hypothetical protein YKL195w - yeast 

( Saccharomyces cerevisiae ) >gi_4 8 634 7_emb_CAA82 03 9_ 
(Z28195) ORF YKL195w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215081 

LIB3147-001-Q1-K2-G3 

BLASTX 

gl762939 

321 

1.0e-29 

89 
65 

(U66266) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215082 

LIB3147-001-Q1-K2-G7 

BLASTX 

g4580398 

165 

1.0e-ll 

101 

46 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



3002Q 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215083 

LIB3147-001-Q1-K2-H1 

BLASTX 

g3377797 

329 

7.0e-55 

141 

74 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 



215084 



Seq. ID 


LIB3147-001-Q1-K2-H11 


Method 


BLASTX 


NCBI GI 


g2583123 


BLAST score 


419 


E value 


3 .Oe-41 


Match length 


134 


% identity 


62 


NCBI Description 


(AC002387) putative nucleotide sugar epime 




thaliana] 


Seq. No. 


215085 


Seq. ID 


LIB314 7-001-Q1-K2-H5 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


273 


E value 


4 .0e-24 


Match length 


51 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_ 




(X95458) ribosomal protein L39 [Zea mays] 


Seq. No. 


215086 


Seq. ID 


LIB3147-001-Q1-K2-H8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


32 


E value 


4.0e-09 


Match length 


37 


% identity 


59 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


215087 


Seq. ID 


LIB314 7-002-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g!169534 


BLAST score 


372 


E value 


1.0e-35 


Match length 


86 


% identity 


86 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_54 2 01 9_pir S39203 



30021 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II • 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 

215088 

LIB3147-002-Q1-K1-B11 

BLASTX 

g!729927 

237 

7.0e-20 

68 
60 

QUEUINE TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) >gi_940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 

215089 

LIB3147-002-Q1-K1-B12 

BLASTX 

gl707008 

257 

3.0e-22 

57 

89 

(U78721) 30 S ribosomal protein S5 isolog [Arabidopsis 
thaliana] 

215090 

LIB314 7-002-Q1-K1-B9 

BLASTX 

gl871185 

611 

1.0e-63 

137 
80 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 



215091 

LIB314 7-002-Q1-K1-C11 

BLASTX 

g4539435 

286 

1.0e-25 

63 
78 

(AL04 9523) putative protein 



[Arabidopsis thaliana] 



215092 

LIB3147-002-Q1-K1-C12 

BLASTX 

g421876 

519 

7.0e-53 

148 
70 

probable ATP synthase chain - soybean 

>gi_396230_eznb_CAA5234 9_ (X74296) putative ATP synthase 

30022 




subunit [Glycine max] 



Seq, No. 


215093 


beq. ID 




Method 


BLASTX 


NCBI GI 


g4323640 


BLAST score 


150 


E value 


1.0e-09 


Match length 


71 


% identity 


51 


NCBI Description 


(AF102805) Peter Pan [Drosophila melanogaster] 


Seq. No. 


215094 


Seq. ID 


LIB3147-002-Q1-K1-D12 


Metnod 


BLAb I a 


NCBI GI 


gl495768 


BLAST score 


282 


E value 


6.0e-45 


Match length 


141 


% identity 


68 


NCBI Description 


(Z68506) chloroplast inner envelope protein, 110 




(IEP110) [Pisum sativum] 


Seq. No. 


215095 


Seq. ID 


t titoi /i n n n o Oil ts"\ r -1 1 n 

LIBoI4 /-UUz-Ql-Kl-Elu 


Method 


BLASTX 


NCBI GI 


g3288883 


BLAST score 


193 


E value 


3.0e-15 


Match length 


60 


% identity 


67 


NCBI Description 


(AB015431) SAR DNA binding protein [Oryza sativa 


Seq. No. 


215096 


Seq. ID 


t TnOl / n n O /m ts*I ni 1 

LIBol4 7-0U2-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


525 


E value 


1.0e-53 


Match length 


132 


% identity 


80 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


215097 


Seq. ID 


LIB314 7-002-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


476 


E value 


7.0e-48 


Match length 


148 


% identity 


68 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


215098 


Seq. ID 


LIB314 7-002-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3128173 



30023 



© 



BLAST score 


159 


E value 


6.0e-16 


Match length 


115 


% identity 


49 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


215099 


Seq. ID 


LIB3147-002-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gib Mo / 


BLAST score 


703 


E value 


2.0e-74 


Match length 


149 


% identity 


91 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


215100 


Seq. ID 


LIB3147-002-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2 97 9542 


BLAST score 


209 


E value 


1.0e-16 


Match length 


52 


% identity 


71 


NCBI Description 


(AC003680) putative Ser/Thr kinase [Arabidopsis thali 


Seq. No. 


215101 


Seq. ID 


LIB3147-002-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g2369713 


BLAST score 


43 


E value 


7.0e-15 


Match length 


47 


% identity 


98 


NCBI Description 


Beta vulgaris cDNA for elongation factor 


Seq. No. 


215102 


Seq. ID 


LIB3147-002-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4572669 


BLAST score 


540 


E value 


2.0e-55 


Match length 


146 


% identity 


68 


NCBI Description 


(AC006954) putative glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


215103 


Seq. ID 


LIB3147-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g!914683 


BLAST score 


233 


E value 


2.0e-19 


Match length 


51 


% identity 


84 


NCBI Description 


(Y12013) RAD23, isoform I [Daucus carota] 



30024 




Seq. No. 


215104 


Seq. ID 


LIB3147-002-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2462925 


BLAST score 


564 


E value 


o . ue-oo 


Match length 


127 


% identity 


85 


NCBI Description 


(AJ000053) GTP cyclohydrolase II / 




3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabi 




thaliana] 


Seq. No. 


215105 


Seq. ID 


LIB314 7-002-Q1-K1-H9 


Method 


BLASTX 




gz 11 yjjj 


BLAST score 


363 


E value 


1.0e-34 


Match length 


134 


% identity 


52 


NCBI Description 


calmodulin - moss ( Physcomitrella patens) 


Seq. No. 


215106 


Seq. ID 


LIB3147-003-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3023180 


BLAST score 


3Zb 


E value 


2.0e-30 


Match length 


86 


% identity 


78 


NCBI Description 


14-3-3-LIKE PROTEIN 10 >gi_177 1166_emb_CAA67374 . 1_ 




14-3-3 protein [Lycopersicon esculentum] 


Seq. No. 


215107 


Seq. ID 


LIB3147-003-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


go451411 


BLAST score 


465 


E value 


4.0e-62 


Match length 


139 


% identity 


80 


NCBI Description 


(Z98761) seryl-tRNA synthetase [Helianthus annuus] 


Seq. No. 


215108 


Seq. ID 


LIB3147-003-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2160322 


BLAST score 


a a h 

54 / 


E value 


3.0e-56 


Match length 


107 


% identity 


94 


NCBI Description 


(D16139) cytokinin binding protein CBP57 [Nicotiana 




sylvestris ] 


Seq. No. 


215109 


Seq. ID 


LIB3147-003-Q1-K1-A3 


Method 


BLASTX 



30025 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3377797 
594 

1.0e-61 
145 

80 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A, thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215110 

LIB314 7-003-Q1-K1-A4 

BLASTX 

g585960 

211 

6.0e-17 

43 
93 

PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 

>gi_4 33665_emb_CAA81412_ (Z26753) Sec61 beta-subunit 

homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215111 

LIB314 7-003-Q1-K1-A8 

BLASTX 

gl350707 

208 

2.0e-16 

97 
45 

60S RIBOSOMAL PROTEIN L29 >gi_539923_pir JC2012 ribosomal 

protein 17K - mouse >gi_4047 66 (L08651) ribosomal protein 
[Mus musculus] 



Seq. No. 


215112 


Seq. ID 


LIB3147-003-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2688830 


BLAST score 


209 


E value 


3.0e-19 


Match length 


74 


% identity 


74 


NCBI Description 


(AF000952) putative sugar transporter [Prunus 


Seq. No. 


215113 


Seq. ID 


LIB314 7-003-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl399450 


BLAST score 


740 


E value 


8.0e-79 


Match length 


143 


% identity 


99 


NCBI Description 


(U47 660) beta-tubulin 2 [Lupinus albus] 


Seq. No. 


215114 


Seq. ID 


LIB3147-003-Q1-K1-B6 



30026 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3377797 

523 

2.0e-53 

124 
83 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215115 

LIB3147-003-Q1-K1-B7 

BLASTX 

g2245021 

383 

5.0e-37 

127 

57 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215116 

LIB3147-003-Q1-K1-B8 

BLASTX 

g!297190 

255 

2.0e-25 

90 
69 

(U53501) Theoretical protein with similarity to GenBank 
Accession Number L22302 serine/threonine protein kinase 
[Arabidopsis thaliana] 

215117 

LIB3147-003-Q1-K1-B9 

BLASTX 

g3334244 

444 

2.0e-44 

104 

77 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) { S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73 691_ (Y13239) Glyoxalase I [Brassica 
juncea] 

215118 

LIB3147-003-Q1-K1-C11 

BLASTX 

g4249403 

347 

5.0e-33 

101 

66 



30027 



CI • 



NCBI Description 


(AC006072) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215119 


Seq. ID 


LIB3147-003-Q1-K1-C12 


Method 


BLASTX 




g± / o jdi o 


BLAST score 


238 


E value 


6.0e-20 


Match length 


68 


% identity 


66 


NCBI Description 


(U83281) protein kinase homolog PsPK4 [Pisum sativum] 


Seq. No. 


215120 


Seq. ID 


LIB314 7-003-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4490705 


BLAST score 




E value 


7.0e-40 


Match length 


111 


% identity 


77 


NCBI Description 


(AL035680) ribosomal protein L14-like protein [Arabidopsis 




thaliana] 


Seq. No. 


215121 


Seq. ID 


LIB314 7-003-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


531 


E value 


2.0e-54 


Matcin lengtn 




% identity 


95 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041__pir S56673 




ribosomal protein S23.e, cytosolic (clone RJ3) - garden 




strawberry >gi_643074 (U19940) putative 40S ribosomal 




protein sl2 [Fragaria x ananassa] 


Seq. No. 


215122 


Seq. ID 


LIB3147-003-Q1-K1-C8 


Method 


BLASTX 




gjDiuo4 u 


BLAST score 


668 


E value 


2.0e-70 


Match length 


143 


% identity 


84 


NCBI Description 


(AF038815) expansin [Prunus armeniaca] 


Seq. No. 


215123 


Seq. ID 


LIB3147-003-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl076386 


BLAST score 


311 


E value 


1.0e-28 


Match length 


96 


% identity 


90 


NCBI Description 


protein kinase ADK1 - Arabidopsis thaliana >gi 1216484 




(U48779) dual specificity kinase 1 [Arabidopsis thaliana] 




30028 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215124 

LIB3147-003-Q1-K1-D10 

BLASTX 

gl26770 

270 

9.0e-24 

54 
96 

MALATE SYNTHASE, 
synthase (EC 4.1 
>gi_l 850 7_emb_CAA3 654 6 
[Gossypium hirsutum] 



GLYOXYSOMAL >gi_68218_pir 
3.2) - upland cotton 

(X52305) malate synthase 



SYCNMU malate 



(AA 1-567) 



Seq. No. 


215125 


Seq. ID 


LIB3147-003-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2809326 


BLAST score 


377 


E value 


3.0e-36 


Match length 


118 


% identity 


61 


NCBI Description 


(U72663) uricase II [Phas 


Seq. No. 


215126 


Seq. ID 


LIB3147-003-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


393 


E value 


4.0e-38 


Match length 


93 


% identity 


87 


NCBI Description 


(AF025667) histone H2B1 [ 


Seq. No. 


215127 


Seq. ID 


LIB3147-003-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2500354 


BLAST score 


676 


E value 


2.0e-71 


Match length 


131 


% identity 


95 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 




(AB001891) QM family prot 


Seq. No. 


215128 


Seq. ID 


LIB3147-003-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


237 


E value 


5.0e-20 


Match length 


58 


% identity 


76 



[Phaseolus vulgaris] 



(EQM) >gi 1902894 dbj BAA194 62_ 



NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



215129 

LIB3147-003-Q1-K1-D6 
BLASTX 



30029 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024127 
465 

1.0e-46 
112 

80 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANS FERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578__emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 


215130 


Seq. ID 


LIB314 7-003-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


"3 £T ri "3 / "7 *2 

g Jouo4 / J 


BLAST score 


457 


E value 


1.0e-45 


Match length 


126 


% identity 


66 


NCBI Description 


(AF090698) elicitor-responsive c 


Seq. No. 


215131 


Seq. ID 


LIB3147-003-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4127850 


BLAST score 


259 


E value 


1 . Oe-24 


Match length 


122 


% identity 


51 


NCBI Description 


(AJ011003) MLL protein [Gallus 


Seq. No. 


215132 


Seq. ID 


LIB3147-003-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl723239 


BLAST score 


295 


E value 


1.0e-26 


Match length 


104 


% identity 


52 


NCBI Description 


HYPOTHETICAL 35.7 KD PROTEIN C2 




>gi_1177358_emb_CAA93234_ (Z692 




[Schizosaccharomyces pombe] 


Seq. No. 


215133 


Seq. ID 


LIB3147-003-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3033381 


BLAST score 


437 


■E value 


1.0e-43 


Match length 


97 


% identity 


87 


NCBI Description 


(AC004238) putative UDP-galacto 




thaliana] 


Seq. No. 


215134 


Seq. ID 


LIB3147-003-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3882183 



■3 [Oryza sativa] 



IN CHROMOSOME I 



-4-epimerase [Arabidopsis 



30030 



BLAST score 


/Hi 

IP 

256 


E value 


2.0e-39 


Match length 


143 


% identity 


43 


NCBI Description 


(AB018274) 




KIAA0731 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215135 

LIB3147-003-Q1-K1-F2 

BLASTX 

g2865523 

170 

5.0e-12 

51 
35 

(AF044584) cold regulated LTCOR18 



[Lavatera thuringiaca] 



215136 

LIB314 7-003-Q1-K1-F4 

BLASTX 

g3694872 

488 

3.0e-49 

116 

81 

(AF092547) profilin [Ricinus communis] 
215137 

LIB314 7-003-Q1-K1-F5 

BLASTX 

gll73234 

240 

3.0e-20 

53 

89 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb__CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215138 

LIB3147-003-Q1-K1-F6 

BLASTX 

g3093294 

338 

1.0e-31 

136 

61 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



215139 

LIB314 7-003-Q1-K1-F7 

BLASTX 

gl67367 

686 

1.0e-72 

129 



30031 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(L08199) 



peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



215140 

LIB3147-003-Q1-K1-F8 

BLASTX 

g231683 

630 

7.0e-66 

154 
73 

CALNEXIN HOMOLOG PRECURSOR >gi_42 1825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>giJL6211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

215141 

LIB3147-003-Q1-K1-F9 

BLASTX 

gl32935 

224 

2.0e-18 

65 
62 

60S RIBOSOMAL PROTEIN L37A (YL37) (RP47) 

>gi__101568_pir S18431 ribosomal protein L35a.e.cl6 - yeast 

(Saccharomyces cerevisiae) >gi_4392_emb_CAA4 1035_ (X57969) 
ribosomal protein L37a [Saccharomyces cerevisiae] 
>gi_1244773 (U43703) Lpi4p [Saccharomyces cerevisiae] 
>gi_1370305_emb_CAA97847_ (Z73499) ORF YPL143w 
[Saccharomyces cerevisiae] 

215142 

LIB3147-003-Q1-K1-G1 

BLAST N 

g3821780 

37 

1.0e-ll 

49 

67 

Xenopus laevis cDNA clone 27A6-1 
215143 

LIB3147-003-Q1-K1-G5 

BLASTX 

g267072 

775 

6.0e-83 

150 

96 

TUBULIN BETA-1 CHAIN >gi_100072_pir S208 68 tubulin beta-1 

chain - garden pea >gi_20758_emb_CAA38 613_ (X54844) 
beta-tubulin 1 [Pisum sativum] 

215144 

LIB3147-003-Q1-K1-G7 
BLASTX 



30032 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245125 
172 

3.0e-12 

45 
64 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
215145 

LIB3147-003-Q1-K1-G8 
BLASTX 
gll73209 
583 

2.0e-60 
116 
99 

40S RIBOSOMAL PROTEIN S16 >gi_541835__pir_ 
protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



S41193 ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215146 

LIB3147-003-G1-K1-G9 

BLASTX 

g3355472 

278 

6.0e-25 

80 

69 

(AC004218) disease resistance response protein (206-d) 
[Arabidopsis thaliana] 



like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215147 

LIB314 7-003-Q1-K1-H1 

BLASTN 

g2564044 

48 

6.0e-18 

146 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215148 
LIB314 
BLASTX 
g43253 
353 

1.0e-3 

99 
66 

(AF128 
activa 



7-003-Q1-K1-H12 

70 

3 



396) similar to human phosphotyrosyl phosphatase 
tor PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



215149 

LIB3147-003-Q1-K1-H2 

BLASTX 

g2347194 



30033 



BLAST score 191 

E value 2.0e-14 

Match length 115 

% identity 41 

NCBI Description (AC002338) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 215150 

Seq. ID LIB3147-003-Q1-K1-H4 

Method BLASTX 

NCBI GI g2335099 

BLAST score 47 6 

E value 7.0e-48 

Match length 143 

% identity 63 

NCBI Description (AC002339) unknown protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215151 

LIB314 7-003-Q1-K1-H5 

BLASTN 

g2804257 

38 

6.0e-12 

194 
80 

Arabidopsis thaliana DNA for phosphoglycerate 
dehydrogenase, complete cds 

215152 

LIB314 7-003-Q1-K1-H6 

BLASTX 

gl532168 

231 

4.0e-19 

66 

64 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215153 

LIB3147-003-Q1-K1-H7 

BLASTX 

g!168258 

594 

6.0e-62 

146 

83 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 215154 

Seq. ID LIB3147-003-Q1-K1-H8 

Method BLASTX 

NCBI GI g3033380 



30034 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



456 

4.0e-49 

118 
80 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215155 

LIB3147-004-Q1-K1-A1 

BLASTN 

g2558943 

57 

2.0e-23 

69 
96 

Gossypium hirsutum histone 3 mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215156 

LIB3147-004-Q1-K1-A10 

BLASTX 

g2982434 

259 

2.0e-22 

110 

46 

(AL022224) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215157 

LIB314 7-004-Q1-K1-A3 

BLASTX 

gl762939 

164 

1.0e-ll 

62 
52 

(U66266) ORF; able to induce HR-like lesions 
tabacum] 



[Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215158 

LIB314 7-004-Q1-K1-A4 

BLASTX 

g2827710 

285 

1.0e-25 

70 
71 

(AL021684) lysosomal Pro-X carboxypeptidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215159 

LIB3147-004-Q1-K1-A7 

BLASTN 

g4567259 

53 

6.0e-21 

148 

85 



30035 



NCBI Description Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215160 

LIB314 7-004-Q1-K1-A9 

BLASTX 

g3668086 

376 

4.0e-36 

128 
61 

(AC004 667) unknown protein [Arabidopsis thaliana] 
215161 

LIB3147-004-Q1-K1-B1 

BLASTX 

g!168189 

478 

3.0e-48 

126 
83 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_107 6542_pir S52899 

14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215162 

LIB314 7-004-Q1-K1-B12 

BLASTX 

g3980383 

267 

2.0e-30 

83 
73 

(AC004561) unknown protein [Arabidopsis thaliana] 
215163 

LIB3147-004-Q1-K1-B2 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
215164 

LIB314 7-004-Q1-K1-B4 

BLASTX 

g3250675 

401 

5.0e-39 

138 
64 

(AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 



215165 



30036 



Seq. ID 


LIB3147-004-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4567279 


T3T 7\ Q T 1 crTLr-Q 
DJ-i/tlO 1 sCOIc 


1 Ri 
iji 


E value 


8.0e-10 


Match length 


48 


% identity 


58 


NCBI Description 


(AC006841) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


215166 


Seq. ID 


LIB3147-004-Q1-K1-B9 


Method 


BLASTX 


IN LD _L O -L 




BLAST score 


200 


E value 


2.0e-15 


Match length 


66 


% identity 


64 


NCBI Description 


(Y12782) putative villin [Arabidopsis thaliana] 


Seq. No. 


215167 


Seq. ID 


LIB3147-004-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4240116 


BLAST score 


425 


Hj ValUc 




Match length 


92 


% identity 


83 


NCBI Description 


(AB007799) NADH- cytochrome b5 reductase [Arabidopsis 




thaliana] >gi_4240118_dbj_BAA74 838_ (AB007800) 




NADH-cytochrome b5 reductase [Arabidopsis thaliana] 


Seq. No. 


215168 


Seq. ID 


LIB3147-004-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3892051 


BLAST score 


427 


E value 


4.0e-42 


Match length 


119 


% identity 


73 


NCBI Description 


(ACO 02330) predicted NADH dehydrogenase 24 kD subuni 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215169 

LIB314 7-004-Q1-K1-C3 

BLASTX 

gl346735 

739 

1.0e-78 

149 

93 

2, 3 -BISPHOSPHOGLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
{ PHOSPHOGLYCEROMUTASE ) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_47 4170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 



30037 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.Seq. No. 
Seq. ID 

Method 
NCBI GI 



215170 

LIB3147-004-Q1-K1-C4 

BLASTX 

g2146732 

465 

1.0e-46 

123 
76 

FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 



215171 

LIB3147-004-Q1-K1-C5 

BLASTX 

gl084389 

104 

2.0e-ll 

110 

48 

phosphoglycerate mutase (EC 5.4.2.1) 



castor bean 



215172 

LIB3147-004-Q1-K1-C6 

BLASTX 

gl408471 

394 

3.0e-57 

131 

83 

(U48938) 
thaliana] 
factor 1 



actin depolymerizing factor 1 [Arabidopsis 
>gi_3851707 (AF102173) actin depolymerizing 
[Arabidopsis thaliana] 



215173 

LIB3147-004-Q1-K1-C7 

BLASTX 

g2244799 

454 

3.0e-45 

138 

61 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 
215174 

LIB3147-004-Q1-K1-C9 

BLASTN 

g2244733 

46 

5.0e-17 

115 
84 

Cotton mRNA for actin, clone CF456, partial cds 
215175 

LIB3147-004-Q1-K1-D12 

BLASTX 

g3660467 



30038 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280 

7.0e-25 

70 

77 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215176 

LIB3147-004-Q1-K1-D2 

BLASTX 

gll73234 

309 

3.0e-28 

72 
85 

40S RIBOSOMAL PROTEIN S25 >gi_4 81909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA5 4 132__ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

215177 

LIB3147-004-Q1-K1-D6 

BLASTX 

g3075391 

319 

1.0e-29 

69 
88 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215178 

LIB3147-004-Q1-K1-D8 

BLASTX 

g2493146 

485 

6.0e-49 

135 

76 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H-f-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_45194 15_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



215179 

LIB3147-004-Q1-K1-D9 

BLASTX 

g2738248 

421 

1.0e-41 

84 
93 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

215180 

LIB314 7-004-Q1-K1-E2 



30039 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4008159 

573 

3.0e-59 

118 
87 

(AB015601) DnaJ homolog [Salix gilgiana] 
215181 

LIB3147-004-Q1-K1-E3 

BLASTX 

g266945 

635 

2.0e-66 

147 

85 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215182 

LIB314 7-004-Q1-K1-E4 

BLASTX 

g4558672 

166 

7.0e-12 

42 
74 

(AC007063) 
thaliana] 



putative 1, 3-beta-D-glucan synthase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215183 

LIB314 7-004-Q1-K1-E6 

BLASTX 

gl22106 

284 

4 ,0e-33 

78 
94 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



30040 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215184 

LIB3147-004-Q1-K1-E7 

BLASTX 

g3548801 

207 

2.0e-29 

110 

54 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_43357 68_gb_AAD17445_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215185 

LIB314 7-004-Q1-K1-F1 

BLASTX 

g3093294 

282 

4.0e-25 

63 

83 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215186 

LIB3147-004-Q1-K1-F10 

BLASTX 

gll72835 

547 

3.0e-56 

109 

94 

GTP-BINDING NUCLEAR PROTEIN RAN-A1 >gi_496268 
GTP-binding protein [Nicotiana tabacum] 



(L16767) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215187 

LIB3147-004-Q1-K1-F11 

BLASTX 

g973313 

693 

3.0e-73 

146 

91 

(U30250) myo-inositol 
[Arabidopsis thaliana] 



1-phosphate synthase isozyme-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215188 

LIB3147-004-Q1-K1-F12 

BLASTX 

g2146732 

497 

3.0e-50 

130 

75 

FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



215189 

LIB3147-004-Q1-K1-F2 



30041 



Method 


BLASTX 


NCBI GI 


g3702368 


BLAST score 


391 


E value 


6.0e-38 


Match length 


98 


% identity 


76 


NCBI Description 


(AJ001855) alpha subunit of F-actin capping protein 




[Arabidopsis thaliana] 


Seq. No. 


215190 


Seq. ID 


LIB3147-004-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3885515 


BLAST score 


446 


E value 


2.0e-44 


Match length 


103 


% identity 


81 


NCBI Description 


(AF084202) similar to ribosomal protein S26 [Medicago 




sativa] 


Seq. No. 


215191 


Seq. ID 


LIB3147-004-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


523 


E value 


2.0e-53 


Match length 


147 


% identity 


67 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


215192 


Seq. ID 


LIB3147-004-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


632 


E value 


4.0e-66 


Match length 


139 


% identity 


83 


NCBI Description 


(U49330) pectin me thylest erase [Lycopersicon esculentum] 


Seq. No. 


215193 


Seq. ID 


LIB3147-004-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4191788 


BLAST score 


556 


E value 


3.0e-57 


Match length 


129 


% identity 


78 


NCBI Description 


(AC005917 ) putative 1-aminocyclopropane-l-carboxylate 




oxidase [Arabidopsis thaliana] 


Seq. No. 


215194 


Seq. ID 


LIB3147-004-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g973313 


BLAST score 


702 


E value 


2.0e-74 



30042 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
94 

(U30250) myo-inositol 1-phosphate synthase isozyme-2 
[Arabidopsis thaliana] 

215195 

LIB3147-004-Q1-K1-G1 

BLASTX 

gl708777 

438 

1.0e-43 

108 

78 

(Z83202) potassium channel [Arabidopsis thaliana] 
>gi_3063705_emb_CAA18596.1_ (AL022537) potassium channel 
protein [Arabidopsis thaliana] >gi_4090537 (U73325) K+ 
inward rectifying channel protein [Arabidopsis thaliana] 
>gi_4098949 (U81239) K+ inward rectifying channel 
[Arabidopsis thaliana] 



Seq. No. 


215196 




Seq. ID 


LIB3147-004-Q1-K1-G11 




Method 


BLASTX 




NCBI GI 


g2765366 




BLAST score 


187 




E value 


4.0e-14 




Match length 


100 




% identity 


40 




NCBI Description 


(Y14038) putative Ole e 1 protein [Betula 


pendula] 


Seq. No. 


215197 




Seq. ID 


LIB3147-004-Q1-K1-G12 




Method 


BLASTX 




NCBI GI 


g266989 




BLAST score 


464 




E value 


9.0e-47 




Match length 


89 




% identity 


98 




NCBI Description 


GTP-BINDING PROTEIN SAR1B >gi 322517 pir 


S28603 




GTP-binding protein - Arabidopsis thaliana >gi 16673 




(M957 95) GTP-binding protein [Arabidopsis 


thaliana] 


Seq. No. 


215198 




Seq. ID 


LIB3147-004-Q1-K1-G3 




Method 


BLASTX 




NCBI GI 


gl778372 




BLAST score 


161 




E value 


3.0e-ll 




Match length 


57 




% identity 


56 




NCBI Description 


(U77679) asparagine synthetase 1 [Glycine 


max] 


Seq. No. 


215199 




Seq. ID 


LIB3147-004-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


gll5492 




BLAST score 


743 





30043 



E value 
Match length 
% identity 
NCBI Description 



3.0e-79 

145 

61 

CALMODULIN-RELATED PROTEIN >gi__169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215200 

LIB314 7-004 -Q1-K1-G5" 
BLASTX 
g2429280 
532 

2.0e-63 
136 
88 

(AF014 055) asparagine 
>gi_2429282 (AF014056 
versicolor] >gi_2429284 (AF014057 
[Triphysaria versicolor] 



synthetase [Triphysaria versicolor] 
asparagine synthetase [Triphysaria 
asparagine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215201 

LIB3147-004-Q1-K1-G7 

BLASTX 

g3540219 

208 

1.0e-16 

59 
59 

(D87686) KIAA0017 protein [Homo sapiens] 



Seq. No. 


215202 


Seq. ID 


LIB3147-004-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


488 


E value 


3.0e-49 


Match length 


147 


% identity 


63 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


215203 


Seq. ID 


LIB3147-004-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g626029 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


89 


% identity 


40 


NCBI Description 


pollen allergen Lol p XI - perennial ryegrass 



>gi_1582249_prf 2118270A allergen Lol p XI [Lolium 

perenne] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215204 

LIB3147-004-Q1-K1-H1 

BLASTX 

gl29248 

173 

2.0e-12 



30044 



Match length 


100 


% identity 


24 


NCBI Description 


ORGAN SPECIFIC PROTEIN S2 >gi 72318 pir KNPMS2 protein S2 




- garden pea >gi_295831_emb_CAA35944__ (X51595) S2 protein 




[Pisum sativum] 


Seq. No. 


215205 


Seq. ID 


LIB3147-004-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


43 


E value 


6.0e-15 


Match length 


139 


% identity 


39 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MIJ24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


215206 


Seq. ID 


LIB3147-004-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


cr2982434 


BLAST score 


269 


E value 


1.0e-23 


Match length 


119 


% identity 


45 


NCBI Description 


(AL022224) putative protein [Arabidopsis thaliana] 


Seq. No. 


215207 


Seq. ID 


LIB3147-004-Q1-K1-H3 


Method 


BLASTX 


MpRT (IT 


y o / &. j_ j. u 


BLAST score 


639 


E value 


6.0e-67 


Match length 


148 


% identity 


36 


NCBI Description 


(X79770) sti (stress inducible protein) [Glycine max] 


Seq. No. 


215208 


Seq. ID 


LIB314 7-004-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST qrnrp 


367 


E value 


3.0e-35 


Match length 


91 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S8 >gi_968 902_dbj_BAA07207_ (D38010) 




ribosomal protein S8 [Oryza sativa] 


Seq. No. 


215209 


Seq. ID 


LIB3147-004-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3176668 


BLAST score 


480 


E value 


1.0e-61 


Match length 


141 


% identity 


85 


NCBI Description 


(AC004393) Similar to ribosomal protein L17 gb X62724 from 



30045 




Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



oeq . ino . 


91 R9i n 

6. JL D d. ± Kj 


Seq. ID 


LIB314 7-004-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2827634 


BLAST score 


193 


E value 


1.0e-14 


Match length 


93 


% identity 


48 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


o e q . LN o * 


91 R91 1 

Jill 


Seq. ID 


LIB314 7-004 -Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


536 


E value 


5.0e-55 


Match length 


114 


% identity 


92 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


oi c o 1 9 


Seq. ID 


LIB3147-005-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


497 


E value 


1.0e-50 


Match length 


95 


% identity 


99 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


215213 


oeq . jl u 


T TR^1 Al -fldR-DI -TCI -A1 0 

J_i J_ JD O -L ft / UUj \J± JaJ. filU 


Method 


BLASTX 


NCBI GI 


gl653702 


BLAST score 


501 


E value 


8.0e-51 


Match length 


142 


% identity 


69 


NCBI Description 


(D90915) dihydrolipoamide acetyltransf erase component 




of pyruvate dehydrogenase complex [Synechocystis sp.] 


beq. JNO. 


O 1 CO 1 A 


Seq. ID 


LIB3147-005-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


412 


E value 


2.0e-40 


Match length 


100 


% identity 


73 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


215215 


Seq. ID 


LIB314 7-005-Q1-K1-A4 


Method 


BLASTX 



30046 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080390 
402 

3.0e-39 

117 

64 

(AL022603) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215216 

LIB3147-005-Q1-K1-A7 

BLASTX 

g868156 

159 

1.0e-17 

78 
67 

(U26538) similar to mipB gene product in Mesembryanthemum 
crystallinum, encoded by Genbank Accession Number L36097; 
MIP homolog; Method: conceptual translation supplied by 
author. [Mesembryanthemum crystallinum] 



Seq. No. 


215217 


Seq. ID 


LIB3147-005-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2114046 


BLAST score 


468 


E value 


3.0e-47 


Match length 


102 


% identity 


91 


NCBI Description 


(AB002147) water channel protein 


Seq. No. 


215218 


Seq. ID 


LIB3147-005-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2695931 


BLAST score 


376 


E value 


3.0e-36 


Match length 


82 


% identity 


82 


NCBI Description 


(AJ222779) hypothetical protein 


Seq. No. 


215219 


Seq. ID 


LIB3147-005-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g464980 


BLAST score 


403 


E value 


2.0e-39 


Match length 


76 


% identity 


99 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2- 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215220 

LIB3147-005-Q1-K1-B8 

BLASTX 

g3094012 

356 



30047 



E value 


6.0e-34 


Match length 


76 


% identity 


84 


NCBI Description 


(AF060569) cold-regulated LTC0R12 [Lavatera 


Seq. No. 


215221 


Seq. ID 


LIB3147-005-Q1-K1-C10 


Method 


BLASTX 






BLAST score 


226 


E value 


1.0e-18 


Match length 


55 


% identity 


65 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thai 


Seq. No. 


215222 


Seq. ID 


LIB3147-005-Q1-K1-C2 


Method 


BLASTX 


IN ID _L VJ J- 


y o z> j_ vj y 


BLAST score 


All 


E value 


6.0e-51 


Match length 


113 


% identity 


94 


NCBI Description 


(L33263) beta-tubulin [Oryza sativa] 


Seq. No. 


215223 


Seq. ID 


LIB3147-005-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


197 


E value 


3.0e-15 


Match length 


63 


% identity 


67 


NCBI Description 


60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784 




protein L31 [Nicotiana glutinosa] 



ribosomal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215224 

LIB314 7-005-Q1-K1-C5 

BLASTX 

gl703375 

176 

4.0e-13 

39 
95 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215225 

LIB3147-005-Q1-K1-C6 

BLASTX 

gl742953 

347 

8.0e-33 

85 
75 

(Z71445) CLC-a chloride channel protein [Arabidopsis 
thaliana] 



30048 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215226 

LIB3147-005-Q1-K1-D10 

BLASTX 

g2960216 

496 

3.0e-50 

120 

80 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b 
(SlOb) [Manduca sexta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215227 

LIB3147-005-Q1-K1-D12 

BLASTX 

g730450 

575 

2.0e-59 

131 

81 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi__398922_emb__CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 


215228 


Seq. ID 


LIB3147-005-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4455328 


BLAST score 


276 


E value 


1.0e-24 


Match length 


59 


% identity 


81 


NCBI Description 


(AL035525) hypothetical protein [Arabidopsis 


Seq. No. 


215229 


Seq. ID 


LIB3147-005-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4514716 


BLAST score 


205 


E value 


2.0e-16 


Match length 


91 


% identity 


41 


NCBI Description 


(AB017533) EPc [Nicotiana tabacum] 


Seq. No. 


215230 


Seq. ID 


LIB3147-005-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


262 


E value 


6.0e-23 


Match length 


60 


% identity 


82 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


215231 


Seq. ID 


LIB3147-005-Q1-K1-D6 



30049 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



BLASTX 

g4191791 

187 

5.0e-14 

49 

76 

(AC005917) 



putative sf21 {Helianthus annuus} protein 



[Arabidopsis thaliana] 
215232 

LIB3147-005-Q1-K1-D7 

BLASTX 

g2129783 

158 

1.0e-10 

59 

54 

cystatin - field mustard >gi_762785 (L41355) cysteine 
proteinase inhibitor [Brassica campestris] 

215233 

LIB3147-005-Q1-K1-D9 

BLASTN 

g2062705 

36 

7.0e-ll 

48 
33 

Human butyrophilin (BTF5) mRNA, complete cds 
215234 

LIB3147-005-Q1-K1-E11 

BLASTX 

gl36644 

190 

2.0e-14 

71 

52 

UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1007 65_pir A34506 

23K ubiquitin carrier protein E2 - wheat >gi_17 0782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 

215235 

LIB3147-005-Q1-K1-E2 

BLASTX 

g3063396 

357 

3.0e-34 

72 
90 

(AB012947) vcCyP [Vicia faba] 
215236 

LIB314 7-005-Q1-K1-E7 

BLASTN 

g2267582 



30050 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201 

1.0e-109 

251 
96 

Gossypium hirsutum vacuolar H+-ATPase subunit E mRNA, 
complete cds 

215237 

LIB3147-005-Q1-K1-E8 

BLASTX 

g4539545 

349 

3.0e-33 

91 

79 

(Y16644) PRCI [Nicotiana tabacum] 
215238 

LIB3147-005-Q1-K1-F10 

BLASTX 

g4176531 

243 

1.0e-20 

130 
45 

(AL035263) weak similarity to chick phosphatidylcholine-ste 
rol acetyltransf erase [Schizosaccharomyces pombe] 

215239 

LIB3147-005-Q1-K1-F11 

BLASTX 

g2191128 

374 

6.0e-36 

131 

63 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 

215240 

LIB3147-005-Q1-K1-F12 

BLASTX 

g2191128 

346 

1.0e-32 

112 

69 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 

215241 

LIB3147-005-Q1-K1-F2 

BLASTX 

g549056 

161 

5.0e-ll 

46 



30051 



% identity 

NCBI Description 



72 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 

>gi_631651__pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_46854 6_emb_CAA83428_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 



Seq. No. 


215242 


Seq. ID 


LIB3147-005-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2275196 


BLAST score 


271 


E value 


3.0e-24 


Match length 


74 


% identity 


70 




(ACOO?^!) water stress -induced 




[Arabidopsis thaliana] 


Seq. No. 


215243 


Seq. ID 


LIB3147-005-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3241943 


BLAST score 


461 


E value 


2.0e-46 


Match length 


98 


% identity 


Q ^ 
O 0 


NCBI Description 


(AC004625) hypothetical protein 


Seq. No. 


215244 


Seq. ID 


LIB3147-005-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


328 


E value 


7.0e-31 


Match length 


93 


% identity 


63 


INUDl UcoLIipilUIl 


^ I1j4jU J dUcl LKJ o -Lilt; rL lllao fci |_iriiyo 


Seq. No. 


215245 


Seq. ID 


LIB3147-005-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3924596 


BLAST score 


616 


E value 


3.0e-64 


Match length 


140 


% identity 


81 


NCBI Description 


(AF069442) putative phospho-ser 




[Arabidopsis thaliana] 


Seq. No. 


215246 


Seq. ID 


LIB3147-005-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g951427 


BLAST score 


496 


E value 


3.0e-50 


Match length 


112 


% identity 


84 


NCBI Description 


(M59857) stearoyl-acyl-carrier ] 



[Physcomitrella patens] 



30052 



communis I 



Seq. No. 


215247 


OC 1 ^. J- u 


LIB3147-005-O1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2827630 


BLAST score 


297 


E value 


4.0e-27 


Match length 


78 


% identity 


81 


NCBI Description 


(AL021636) putative protein [Arabidopsis 


Seq. No. 


215248 


Seq. ID 


LIB3147-005-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl706329 


BLAST score 


476 


E value 


6.0e-48 


Match length 


119 


% identity 


76 


NCBI Description 


PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 



>gi_214 67 88__pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

{clone PDC2) - Garden pea (fragment) 

>giJL177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215249 

LIB3147-005-Q1-K1-G4 

BLASTX 

g81857 

340 

5.0e-32 
71 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 



Seq. No. 


215250 


Seq. ID 


LIB3147-005-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


398 


E value 


9.0e-39 


Match length 


95 


% identity 


82 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis 


Seq. No. 


215251 


Seq. ID 


LIB314 7-005-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


249 


E value 


2.0e-21 


Match length 


83 


% identity 


59 


NCBI Description 


(U60202) lipoxygenase [Solanum tuberosum] 



30053 



Seq. No. 


215252 


Seq. ID 


LIB3147-005-Q1-K1-H1 




DLirlO 1 z\ 


NCBI GI 


g2911070 


BLAST score 


326 


E value 


3.0e-30 


Match length 


124 


% identity 


49 


NCBI Description 


(AL021960) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


215253 


Seq. ID 


LIB3147-005-Q1-K1-H11 


Method 


BLASTN 


IN ^£51 ol 




BLAST score 


38 


E value 


6.0e-12 


Match length 


103 


% identity 


92 


NCBI Description 


Lavatera thuringiaca cold regulated LTCOR18 (LtCorl8) mRNA, 




complete cds 


Seq. No. 


215254 


Seq. ID 


LIB314 7-005-Q1-K1-H2 


Method 


BLASTX 


KT/T) T H T 
JNCbl Cjl 


goizz o / o 


BLAST score 


503 


E value 


5.0e-51 


Match length 


130 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_224 5027_emb_CAB104 47_ 


(Z97341) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


215255 


Seq. ID 


LIB314 7-005-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g464849 


DiiAbi score 


oil 


E value 


1.0e-63 


Match length 


142 


% identity 


86 


NCBI Description 


TUBULIN ALPHA CHAIN >gi 486847 pir S36232 tubulin alpha 




chain - almond >gi_20413_emb_CAA47635__ (X67162) 




alpha-tubulin [Prunus dulcis] 


Seq. No. 


215256 


Seq. ID 


LIB314 7-005-Q1-K1-H5 




JjJ_ii-i.D i A 


NCBI GI 


g625509 


BLAST score 


556 


E value 


2.0e-57 


Match length 


124 


% identity 


25 


NCBI Description 


ubiquitin precursor - Arabidopsis thaliana (fragment) 


Seq. No. 


215257 


Seq. ID 


LIB3147-005-Q1-K1-H6 



30054 



Method 


BLASTX 


NCBI GI 


g2909781 


£5J_iriD X OtUIc 


24 6 


E value 


2.0e-21 


Match length 


101 


% identity 


60 


NCBI Description 


(AF020288) MgATP-energized glutathione 




[Arabidopsis thaliana] 


Seq. No. 


215258 


Seq. ID 


LIB3147-005-Q1-K1-H9 


Method 


BLASTN 




go DO DZ y 


BLAST score 


53 


E value 


6.0e-21 


Match length 


170 


% identity 


92 


NCBI Description 


S. tuberosum (PU141) mRNA for U14 small 


Seq. No. 


215259 


Seq. ID 


LIB3147-006-Q1-K1-A1 


Method 


BLASTX 






BLAST score 


380 


E value 


1.0e-36 


Match length 


94 


% identity 


79 


NCBI Description 


(AF015543) sigma factor 2 [Arabidopsis 


Seq. No. 


215260 


Seq. ID 


LIB3147-006-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2623310 


BLAST score 


176 


E value 




Match length 


105 


% identity 


43 


NCBI Description 


(AC002409) unknown protein [Arabidopsi 




>gi_3402721 (AC004261) unknown protein 




thaliana] 


Seq. No. 


215261 


Seq. ID 


LIB3147-006-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2129842 


BLAST score 


169 


Hi v d_L Lit: 


7 . Oe-12 


Match length 


53 


% identity 


57 


NCBI Description 


SE60 protein - soybean >gi_509769_emb_ 




seed-specific low molecular weight sul 




[Glycine max] 


Seq. No. 


215262 


Seq. ID 


LIB314 7-00 6-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl052956 



S-con jugate pump 



RNA 



(Z18359) 



30055 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 

6.0e-ll 

44 

76 

(U39747) high mobility group protein 2 HMG2 [Ipomoea nil] 
215263 

LIB3147-006-Q1-K1-A6 

BLASTX 

g3600047 

344 

3.0e-39 

146 

63 

(AF080120) similar to elongation factor EF-Ts [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215264 

LIB3147-006-Q1-K1-A7 

BLASTX 

g974782 

425 

7.0e-42 

85 
98 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215265 

LIB3147-006-Q1-K1-A9 

BLASTX 

g3242704 

308 

2.0e-28 

109 
54 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
215266 

LIB3147-006-Q1-K1-B1 

BLASTX 

gl477428 

520 

6.0e-53 

106 

92 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
215267 

LIB3147-006-Q1-K1-B3 

BLASTX 

gl346882 

390 

7.0e-38 

93 

80 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505_pir S56668 



30056 




geranylgeranyl-diphosphate geranylgeranyltransf erase (EC 
2.5.1.32) precursor - muskmelon >gi_87 0985_emb__CAA8577 5_ 
(Z37543) phytoene synthase [Cucumis melo] 



o e g . NO. 


01 c 9 aQ 


Seq. ID 


LIB3147-006-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


387 


E value 


2.0e-37 


Match length 


97 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytof 


ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


215269 


Seq. ID 


LIB3147-006-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


684 


E value 


3.0e-72 


Match length 


152 


% identity 


49 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


Seq. No. 


215270 


Seq. ID 


LIB31 47-00 6-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


474 


E value 


1.0e-47 


Match length 


108 


% identity 


87 


NCBI Description 


(U93168) ribosomal protein L12 [Prunus armeniaca] 


Seq. No. 


ZlbZ II 


Seq. ID 


LIB3147-006-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2511570 


BLAST score 


167 


E value 


6.0e-12 


Match length 


42 


% identity 


81 


NCBI Description 


(Y13174) multicatalytic endopeptidase [Arabidopsis 




thaliana] 


Seq. No. 


215272 


Seq. ID 


LIB314 7-006-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl361987 


BLAST score 


486 


E value 


4.0e-49 


Match length 


121 


% identity 


80 


NCBI Description 


GF14 protein chi chain - Arabidopsis thaliana 


Seq. No. 


215273 



30057 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-006-Q1-K1-D1 

BLASTX 

g3617741 

527 

6.0e-54 

125 
80 

(AC005687) 
thaliana] 



L3 cytoplasmic ribosomal protein [Arabidopsis 



215274 

LIB3147-006-Q1-K1-D2 

BLASTX 

g4263795 

338 

1.0e-31 

144 
49 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215275 

LIB3147-006-Q1-K1-D4 

BLASTX 

gl32944 

180 

9.0e-14 

34 

94 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

215276 

LIB3147-006-Q1-K1-D6 

BLASTX 

gll6923 

522 

3.0e-53 

147 
68 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819__emb_CAA4 0505_ (X57228) beta COP [Rattus 
norvegicus] 

215277 

LIB3147-006-Q1-K1-D9 

BLASTX 

gll69014 

167 

1.0e-ll 

133 
32 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 
>gi_472343 (L31852) bcop [Drosophila melanogaster ] 



30058 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215278 

LIB3147-006-Q1-K1-E10 

BLASTX 

g3334138 

275 

2.0e-24 

97 

57 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 
[Glycine max] 



(U20502) calnexin 



215279 

LIB3147-006-Q1-K1-E11 

BLASTX 

g4185513 

228 

6.0e-19 

49 
86 

(AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 

215280 

LIB31 47-00 6-Q1-K1-E12 

BLASTX 

g464707 

607 

3.0e-63 

134 
87 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 9 0 6_emb_CAA8 2 2 7 5__ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647 . 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

215281 

LIB3147-006-Q1-K1-E5 

BLASTX 

gl36057 

340 

4 ,0e-32 

103 
50 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 
>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 



30059 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

215282 

LIB314 7-006-Q1-K1-E7 

BLASTX 

g730526 

385 

3.0e-37 

99 

76 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 041 66__emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

215283 

LIB3147-006-Q1-K1-E9 

BLASTX 

gl22070 

403 

2.0e-39 

83 
98 

HISTONE H3 >gi_824 83_pir A25564 histone H3 - rice 

>giJL69793 (M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 



Seq. No. 


215284 


Seq. ID 


LIB3147-006-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


240 


E value 


3.0e-20 


Match length 


100 


% identity 


45 


NCBI Description 


(AL035539) putative pectinesterase [Arabidopsis 


Seq. No. 


215285 


Seq. ID 


LIB3147-006-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


657 


E value 


4 .Oe-69 


Match length 


131 


% identity 


93 


NCBI Description 


INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 


>gi 2225881_dbj_BAA20877_ (AB004824) eukaryotic 




factor 5A3 [Solanum tuberosum] 


Seq. No. 


215286 


Seq. ID 


LIB3147-Q06-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g586145 


BLAST score 


538 


E value 


4 .Oe-55 


Match length 


103 



30060 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



90 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 
>gi_488848_emb_CAA558 94_ (X79332) Rieske iron sulphur 
protein [Solanum tuberosum] 

215287 

LIB3147-006-Q1-K1-F6 

BLASTX 

g2494076 

481 

1.0e-48 

108 
8 3 

NADP-DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 

215288 

LIB3147-006-Q1-K1-F7 

BLASTX 

g2827143 

631 

5.0e-66 

139 
85 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

215289 

LIB3147-006-Q1-K1-F8 

BLASTX 

g2827143 

418 

4.0e-41 

101 

78 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

215290 

LIB3147-006-Q1-K1-F9 

BLASTX 

gl710838 

610 

1.0e-63 

139 
82 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_535584 (L36119) 
-adenosylhomocysteinase [Medicago sativa] 

215291 

LIB314 7-006-Q1-K1-G11 



30061 



Method 


BLASTX 




NCBI GI 


gl931644 




BLAoi score 


0 £ "i. 
ZOO 




E value 


6.0e-23 




Match length 


122 




% identity 


39 




NCBI Description 


(U95973) membrane protein PTM1 precursor 


isolog 




[Arabidopsis thaliana] 




Seq. No. 


215292 




Seq. ID 


LIB3147-006-Q1-K1-G2 




Method 


BLASTX 






g4263779 




BLAST score 


289 




E value 


5.0e-26 




Match length 


93 




% identity 


61 




NCBI Description 


(AC006068) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


215293 




Seq. ID 


LIB3147-006-Q1-K1-G4 




Method 


BLASTX 






g3482975 




BLAST score 


1 Q Q 

i y o 




E value 


3.0e-15 




Match length 


125 




% identity 


37 




NCBI Description 


(AL031369) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


215294 




Seq. ID 


LIB3147-006-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


g4218014 




BLiAbi score 


271 




E value 


8.0e-24 




Match length 


76 




% identity 


71 




NCBI Description 


(AC006135) putative spliceosomal protein 


(RNA binding 




protein) [Arabidopsis thaliana] 




Seq. No. 


215295 




Seq. ID 


LIB3147-006-Q1-K1-G8 




Method 


BLASTX 




NCBI GI 


gl346675 




BLAST score 


560 




E value 


9.0e-58 




Match length 


120 




% identity 


88 





NCBI Description NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 

>gi_499112 (U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 



Seq. No. 215296 

Seq. ID LIB3147-006-Q1-K1-H10 

Method BLASTX 

NCBI GI gl710807 

BLAST score 502 



30062 



(D 



E value 
Match length 
% identity 
NCBI Description 



3.0e-60 
141 

87 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215297 

LIB3147-006-Q1-K1-H11 

BLASTX 

g2347189 

331 

6.0e-31 

93 
71 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


215298 


Seq. ID 


LIB3147-006-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2244733 


BLAST score 


119 


E value 


2.0e-60 


Match length 


313 


% identity 


87 


NCBI Description 


Cotton mRNA for actin 


Seq. No. 


215299 


Seq. ID 


LIB3147-006-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


609 


E value 


2.0e-63 


Match length 


128 


% identity 


83 


NCBI Description 


(U78526) endo-1, 4 -bet 


Seq. No. 


215300 


Seq. ID 


LIB3147-006-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2245026 


BLAST score 


202 


E value 


1.0e-15 


Match length 


57 


% identity 


72 


NCBI Description 


(Z97341) hypothetical 


Seq. No. 


215301 


Seq. ID 


LIB3147-007-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3885328 


BLAST score 


208 


E value 


2.0e-23 


Match length 


89 


% identity 


63 



30063 



NCBI Description 



(AC0056:23) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


215302 


Seq. ID 


LIB3147-0U /-Ql-Ki-All 


Method 


BLASTX 


NCBI GI 


g2832300 


BLAST score 


349 


E value 


4.0e-33 


Match length 


119 


% identity 


61 


NCBI Description 


(AF044285) adenosine-5 ' -phosphosulf ate 




roseus] 


Seq. No. 


215303 


Seq. ID 


LIB3147-007-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl587206 


BLAST score 


631 


E value 


4.0e-66 


Match length 


128 


% identity 


95 


NCBI Description 


T complex protein [Cucumis sativus] 


Seq. No. 


215304 


Seq. ID 


LIB3147-007-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


521 


E value 


4.0e-53 


Match length 


135 


% identity 


43 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


215305 


Seq. ID 


LIB3147-007-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl008904 


BLAST score 


452 


E value 


5.0e-45 


Match length 


133 


% identity 


60 


NCBI Description 


(L43094) xyloglucan endotransglycosyl 


Seq. No. 


215306 


Seq. ID 


LIB3147-007-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g575942 


BLAST score 


451 


E value 


5.0e-45 


Match length 


110 


% identity 


75 


NCBI Description 


(D42086) stearoyl-acyl carrier protei 




indicum] 


Seq. No. 


215307 


Seq. ID 


LIB3147-007-Q1-K1-A9 



30064 



Method 


BLASTX 


"MOOT r*T 


rrl A Qft D ^ ^ 


BLAST score 


152 


E value 


4.0e-10 


Match length 


29 


% identity 


97 


NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


Seq. No. 


215308 


Seq. ID 


LIB3147-007-Q1-K1-B10 


Method 


BLASTX 






BLAST score 


331 


E value 


6.0e-31 


Match length 


66 


% identity 


94 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


215309 


Seq. ID 


LIB314 7-007-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4240116 


BLAST score 


405 


E value 


d . ue— 4 u 


Match length 


81 


% identity 


90 


NCBI Description 


(AB007799) NADH- cytochrome b5 reductase [Arabidops 


thaliana] >gi__4 24 0118_dbj_BAA74 838_ (AB007800) 




NADH-cytochrome b5 reductase [Arabidopsis thaliana 


Seq. No. 


215310 


Seq. ID 


LIB3147-007-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


551 


E value 


9.0e-57 


Match length 


123 


% identity 


76 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215311 

LIB3147-007-Q1-K1-B5 

BLASTX 

gll73253 

557 

2.0e-57 

132 
83 

40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916_ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb_CAA54167_ (X76772) ribosomal protein S3 [Mus 
musculus] 



Seq. No. 
Seq. ID 
Method 



215312 

LIB3147-007-Q1-K1-B8 
BLASTX 



30065 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914706 
661 

1.0e-69 

143 
82 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215313 

LIB3147-007-Q1-K1-B9 

BLASTX 

g441457 

671 

9.0e-71 

126 
98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215314 

LIB3147-007-Q1-K1-C11 

BLASTX 

g3355468 

515 

2.0e-52 
122 
87 

(AC004218] 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 


215315 




Seq. ID 


LIB3147-007-Q1-K1-C12 




Method 


BLASTX 




NCBI GI 


gl563719 




BLAST score 


435 




E value 


4 .Oe-43 




Match length 


89 




% identity 


90 




NCBI Description 


(Y08320) cyclophylin 


[Dig 


Seq. No. 


215316 




Seq. ID 


LIB3147-007-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g3915826 




BLAST score 


569 




E value 


8.0e-59 




Match length 


136 




% identity 


75 




NCBI Description 


60S RIBOSOMAL PROTEIN 


L5 


Seq. No. 


215317 




Seq. ID 


LIB3147-007-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g2160322 




BLAST score 


187 




E value 


5.0e-14 




Match length 


38 




% identity 


89 





30066 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. id 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

215318 

LIB314 7-007-Q1-K1-C8 

BLASTX 

g4559346 

408 

6.0e-40 

122 

59 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 
215319 

LIB3147-007-Q1-K1-D11 

BLASTX 

g2583108 

151 

9.0e-10 

37 

73 

(AC002387) putative surface protein [Arabidopsis thaliana] 
215320 

LIB3147-007-Q1-K1-D12 

BLASTX 

g3935187 

311 

8.0e-29 

98 

64 

(AC004557) F17L21.30 [Arabidopsis thaliana] 
215321 

LIB3147-007-Q1-K1-D4 

BLASTX 

gl762309 

378 

2.0e-36 

79 

96 

(U53345) AP-1 Golgi-related complex component; clathrin 
coated vesicles; clathrin assembly protein [Camptotheca 
acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215322 

LIB3147-007-Q1-K1-D5 

BLASTN 

g3046852 

37 

3.0e-ll 

148 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ16, complete sequence [Arabidopsis thaliana] 



Seq. No. 



215323 



30067 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-007-Q1-K1-D6 

BLASTX 

gl730172 

357 

6.0e-34 

82 

8 3 

GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_1364077_pir S57830 glucose-6-phosphate isomerase 

(EC 5.3.1.9) isoenzyme 1, cytosolic - Clarkia xantiana 
>gi_784974_emb_CAA56693_ (X80666) glucose-6-phosphate 
isomerase [Clarkia xantiana] >gi_1370068__emb_CAA61566_ 
(X89386) glucose-6-phosphate isomerase [Clarkia xantiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215324 

LIB3147-007-Q1-K1-D7 

BLASTN 

g2687442 

189 

1.0e-102 

220 
97 

Mitella pentandra large subunit 26S ribosomal RNA 
partial sequence 



gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215325 

LIB3147-007-Q1-K1-D8 

BLASTX 

g3075392 

530 

3.0e-54 

128 
76 

(AC004484) 
thaliana] 



putative steroid dehydrogenase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215326 

LIB3147-007-Q1-K1-D9 

BLASTX 

g4539292 

443 

5.0e-44 

93 
87 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215327 

LIB3147-007-Q1-K1-E1 

BLASTX 

g2621249 

140 

1.0e-08 

113 

41 

(AE000807) conserved protein [Methanobacterium 



30068 



(?) 



thermoautotrophicum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215328 

LIB3147-007-Q1-K1-E11 

BLASTX 

g3885328 

272 

6.0e-24 

136 

43 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215329 

LIB3147-007-Q1-K1-E4 

BLASTX 

g3413697 

165 

2.0e-ll 

134 
39 

(AC004747) 
thaliana] 



SF16-like protein, 5' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215330 

LIB3147-007-Q1-K1-E5 

BLASTX 

g3201627 

341 

5. Oe-32 

84 

67 

(AC004669) putative SWH1 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215331 

LIB3147-007-Q1-K1-E6 

BLASTX 

g2832664 

200 

2.0e-15 

103 
44 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215332 

LIB3147-007-Q1-K1-E7 

BLASTX 

gl9611 

320 

1.0e-29 

83 
78 

(X13675) histone H3 (AA 1-123) [Medicago sativa] 
>gi_2916748_emb_CAA05554__ (AJ002555) histone H3 [Pisum 
sativum] 



30069 



Seq. 
Seq. 



No. 

ID 



215333 
LIB3147- 



007-Q1-K1-E8 



rut; uii^\-i 


BLASTX 


NCBI GI 


g3747089 


BLAST score 


176 


E value 


4.0e-13 


Match length 


45 


% identity 


78 


NCBI Description 


(AFQ9544 




max] 


Seq. No. 


215334 




LIB3147- 


Method 


BLASTX 


NCBI GI 


g3395441 


BLAST score 


454 


E value 


3.0e-45 


Match length 


114 


% identity 


82 


NCBI Description 


(AC00468 


Seq. No. 


215335 


Seq. ID 


LIB3147- 


Method 


BLASTX 


NCBI GI 


gl710807 


BLAST score 


599 


E value 


2.0e-62 


Match length 


141 


% identity 


86 


NCBI Description 


RUBISCO 



unknown protein [Arabidopsis thaliana] 



(60 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 

215336 

LIB3147-007-Q1-K1-F12 

BLASTN 

g3510342 

36 

7.0e-ll 

72 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGN6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



215337 

LIB3147-007-Q1-K1-F2 

BLASTX 

gl710590 

175 

1.0e-12 

89 
45 

60S ACIDIC RIBOSOMAL PROTEIN PI 
ribosomal protein L12 [Zea mays] 

215338 

LIB314 7-007-Q1-K1-F3 



L12) >gi 1209701 (U40147) 



30070 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3135693 

158 

1.0e-10 

64 

48 

(AF064201) 



glutathione S-transf erase [Gossypium hirsutum] 



215339 

LIB3147-007-Q1-K1-F4 

BLASTX 

gl351272 

447 

2.0e-44 

103 

83 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_7424 08_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 


215340 


Seq. ID 


LIB3147-007-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl710780 


BLAST score 


315 


E value 


5.0e-29 


Match length 


74 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) 




(X96613) cytoplasmic ribosomal 




anserina] 


Seq. No. 


215341 


Seq. ID 


LIB3147-007-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3603473 


BLAST score 


334 


E value 


3.0e-31 


Match length 


83 


% identity 


71 


NCBI Description 


(AF090698) elicitor-responsive 


Seq. No. 


215342 


Seq. ID 


LIB3147-007-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


410 


E value 


2.0e-40 


Match length 


98 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


215343 


Seq. ID 


LIB3147-007-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3335361 



30071 



BLAST score 


592 


E value 


2.0e-61 


Match length 


123 


% identity 


89 


NCBI Description 


(AC003028) putative acyltrans: 


Seq. No, 


215344 


Seq. ID 


LIB3147-007-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g421876 


BLAST score 


485 


rj Value 




Match length 


140 


% identity 


70 


NCBI Description 


probable ATP synthase chain - 




>gi_396230_emb_CAA5234 9_ (X74< 




subunit [Glycine max] 


Seq. No. 


215345 


Seq. ID 


LIB3147-007-Q1-K1-G4 


Method 


BLASTX 




y 6^ ij j ^ j 


BLAST score 


361 


E value 


2.0e-34 


Match length 


125 


% identity 


59 


NCBI Description 


(AC000348) T7N9.15 [Arabidops 


Seq. No. 


215346 


Seq. ID 


LIB3147-007-Q1-K1-G6 


Method 


BLASTX 






BLAST score 


308 


E value 


3.0e-28 


Match length 


82 


% identity 


68 


NCBI Description 


(D84508) CDPK-related protein 


Seq. No. 


215347 


Seq. ID 


LIB3147-007-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll73043 


BLAST score 


259 


E value 


2.0e-22 


Match length 


69 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L38 >gi 



[Arabidopsis thaliana] 



9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215348 

LIB3147-007-Q1-K1-G8 

BLASTX 

gl008904 

307 

4.0e-28 



30072 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
86 

(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 
215349 

LIB3147-007-Q1-K1-G9 

BLASTX 

g4218121 

152 

7.0e-10 

144 

29 

(AL035353) putative protein [Arabidopsis thaliana] 
215350 

LIB3147-007-Q1-K1-H1 

BLASTX 

g3150239 

151 

9.0e-10 

84 

40 

(AL023635) hypothetical protein MLCB1243.38 [Mycobacterium 
leprae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215351 

LIB3147-007-Q1-K1-H10 

BLASTX 

g2651316 

410 

3.0e-40 

97 
76 

(AC002336) unknown protein [Arabidopsis thaliana] 
215352 

LIB3147-007-Q1-K1-H11 

BLASTX 

g3319882 

451 

3.0e-45 

89 
97 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215353 

LIB3147-007-Q1-K1-H5 

BLASTX 

g3877595 

298 

4.0e-27 

112 

54 

(Z79696) predicted using Genefinder; Similarity to Human 
HEP27 protein (TR: G1079566) ; cDNA EST yk281bl.5 comes from 
this gene; cDNA EST yk281bl.3 comes from this gene 



30073 




[Caenorhabditis elegans] >gi_387 9853_emb_CAB04 734_ (Z81592) 
predicted using Genefinder; Similarity to Human HEP27 
protein (TR:G1079566) ; cDNA EST yk281bl.5 comes from this 
gene; cDNA EST yk281bl.3 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 


215354 


Seq. ID 


LIB3147-007-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


293 


E value 


1.0e-26 


Match length 


81 


% identity 


73 


NCBI Description 


HISTONE H2A >gi_100161__pir S11498 histone H2A - parsley 




^yjL iui*fo oiiLu trtHj / ozo ^ajjo ji j nzA niSLOne proLcin ± 




- 149) [Petroselinum crispum] 


Seq. No. 


215355 


Seq. ID 


LIB3147-007-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl542941 


BLAST score 


594 


E value 


1.0e-61 


Match length 


143 


^ identity 


o O 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus 


Seq. No. 


215356 


Seq. ID 


LIB3147-008-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4467137 


BLAST score 


366 


E value 


4 .Oe-35 


Match length 


114 


% identity 


60 


NCBI Descriptipn 


(AL035540) putative protein [Arabidopsis thaliana] 


Oorr Wo 

Q L[ * Vi KJ * 


91 R^R7 

C, lJJJ / 


Seq. ID 


LIB3147-008-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2497733 


BLAST score 


157 


E value 


2.0e-10 


Match length 


64 


% identity 


50 


NCBI Description 


NONSPECIFIC LIP ID- TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 




>gi__1177796 (M80567) non-specific lipid transfer protein 




[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


215358 


Seq. ID 


LIB314 7-008-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2498490 


BLAST score 


201 


E value 


9.0e-16 



30074 



Match length 

% identity 

NCBI Description 



76 
53 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi__2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref_NP_001559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 


215359 


Seq. ID 


LIB3147-008-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g439278 


BLAST score 


262 


E value 


5.0e-23 


Match length 


83 


% identity 


64 


NCBI Description 


(X69205) ribosomal protein [Triticum aestivum] 


Seq. No. 


215360 


Seq. ID 


LIB3147-008-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2851508 


BLAST score 


414 


E value 


8.0e-41 


Match length 


80 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L21 >gi 2160162 (AC000132) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Similar to 

ribosomal protein L21 (gb_L38826) . ESTs 
gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

215361 

LIB314 7-008-Q1-K1-A4 

BLASTX 

g3980403 

260 

7.0e-23 

86 
60 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



215362 

LIB314 7-008-Q1-K1-A5 

BLASTX 

g3776003 

288 

5.0e-26 

114 

51 

(AJ010465) RNA helicase [Arabidopsis thaliana] 
215363 

LIB3147-008-Q1-K1-A9 



30075 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl086249 

188 

3.0e-14 

86 
49 

subtilisin-like protease 
>gi_7 5 7 5 2 2_emb__CAA5 9 9 6 4_ 
[Alnus glutinosa] 



- Alnus glutinosa 

(X85975) subtilisin-like protease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215364 

LIB3147-008-Q1-K1-B1 

BLASTX 

g445613 

467 

6. Oe-47 

119 

74 

ribosomal protein L7 [Solanum tuberosum] 
215365 

LIB3147-008-Q1-K1-B11 

BLASTN 

gl553128 

74 

1.0e-33 

78 

99 

Gossypium hirsutum ribosomal protein L44 isoform a (RL44), 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215366 

LIB3147-008-Q1-K1-B2 

BLASTX 

g3851636 

460 

4 .Oe-46 

109 
80 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215367 

LIB3147-008-Q1-K1-B3 

BLASTX 

g3334261 

187 

4 .Oe-14 

39 
77 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



215368 

LIB314 7-008-Q1-K1-B6 

BLASTX 

gl065505 



30076 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

3.0e-10 

55 
55 

(U40419) similar to S. cerevisiae gene YCR47C, putative 
30.7 kd methyltransf erase (SP : YCT7_YEAST, P25627 ) 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215369 

LIB3147-008-Q1-K1-B7 

BLASTX 

gl22085 

484 

7.0e-49 

115 

84 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57 626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_8 8 6738_emb__CAA5 9111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >giJL531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi 225839jprf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215370 

LIB3147-008-Q1-K1-B8 

BLASTX 

g3269284 

188 

3.0e-14 

95 

47 

(AL030978) histone H2A- like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215371 

LIB3147-008-Q1-K1- 

BLASTX 

g224293 

393 

3.0e-38 



30077 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
88 

histone H4 [Triticum aestivum] 
215372 

LIB3147-008-Q1-K1-C1 

BLASTX 

g!766046 

315 

3.0e-29 

66 

86 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 

215373 

LIB3147-008-Q1-K1-C2 

BLASTX 

gl36057 

203 

4.0e-16 

66 

62 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S ) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

215374 

LIB3147-008-Q1-K1-C5 

BLASTX 

g3182981 

382 

6.0e-37 

88 
80 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692__dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215375 

LIB3147-008-Q1-K1-C6 

BLASTX 

g548770 

576 

9.0e-60 

118 
88 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

215376 

LIB3147-008-Q1-K1-C7 

BLASTX 

g3128168 

415 

8.0e-41 



30078 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
62 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

215377 

LIB3147-008-Q1-K1-C8 

BLASTX 

gl34101 

535 

7.0e-55 

123 

90 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERON IN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
( fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215378 

LIB3147-008-Q1-K1-D4 

BLASTX 

gl771162 

395 

1.0e-38 

107 

68 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07 000_ (AJ00637 9) subtilisin-like 
protease [Lycopersicon esculentum] 

215379 

LIB3147-008-Q1-K1-D6 

BLASTX 

gl710530 

537 

3.0e-55 

104 

90 

60S RIBOSOMAL PROTEIN L27A >gi_212 9719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 

>gi_1107 4 87_emb_CAA63025__ (X91959) 60S ribosomal protein 

L27a [Arabidopsis thaliana] 

215380 

LIB3147-008-Q1-K1-D8 

BLASTX 

g457517 

167 

7.0e-12 

68 
47 

(L12579) alternatively spliced [Homo sapiens] 
>gi_4503169_ref_NP__001904 . l_pCUTLl_ cut ( Drosophila) -like 1 
(CCAAT displacement protein) 



Seq. No. 



215381 



30079 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-008-Q1-K1-D9 

BLASTN 

g530836 

59 

2.0e-25 

59 

100 

Gossypium tomentosum 
transcribed spacer 1 



5.8S rRNA gene and internal 

and 2 >gi_530838_gb_U12719_GHU12719 





spacer 1 and 


Seq. No. 


215382 


Seq. ID 


LIB3147-008-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


534 


E value 


8.0e-55 


Match length 


120 


% identity 


82 


NCBI Description 


(AB011271) importin-beta2 [Oryza sativa] 


Seq. No. 


215383 


Seq. ID 


LIB3147-008-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3046855 


BLAST score 


38 


E value 


6.0e-12 


Match length 


74 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



MSL1, complete sequence [Arabidopsis thaliana] 
215384 

LIB3147-008-Q1-K1-E4 

BLASTX 

gl350945 

283 

2.0e-25 

69 

86 

40S RIBOSOMAL PROTEIN S17 >gi_107 65 96_pir_S51665 ribosomal 
protein S17 - tomato (fragment) >gi_603570_emb__CAA58 4 4 4_ 
(X83421) ribosomal protein S17 [Lycopersicon esculentumj 

215385 

LIB3147-008-Q1-K1-E6 

BLASTX 

g2431767 

238 

4.0e-20 

113 

43 

(U62751) acidic ribosomal protein P3a [Zea mays] 
215386 

LIB3147-008-Q1-K1-E8 



30080 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3947719 

249 

2.0e-21 

53 
92 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

215387 

LIB3147-008-Q1-K1-E9 

BLASTX 

g3608485 

566 

2.0e-58 

113 

93 

(AF088915) proteasome beta subunit [Petunia x hybrida] 
215388 

LIB3147-008-Q1-K1-F1 

BLASTN 

g2865522 

43 

6.0e-15 

71 
90 

Lavatera thuringiaca cold regulated LTCOR18 (LtCorl8) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



215389 

LIB3147-008-Q1-K1-F11 

BLASTX 

g2982268 

469 

4.0e-47 

106 
89 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 

215390 

LIB3147-008-Q1-K1-F2 

BLASTX 

gl228074 

271 

4.0e-24 
75 

72 

(X95763) histone h2a homologue [Allium cepa] 
215391 

LIB3147-008-Q1-K1-F6 

BLASTX 

g4530585 



30081 



CI 



BLAST score 


348 


E value 


6.0e-33 


Match length 


85 


% identity 


73 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas 


Seq. No. 


215392 


Seq. ID 


LIB3147-008-Q1-K1-G1 


Method 


BLASTX 




-CI C O *7 H 

goio 5 t i 


BLAST score 


420 


E value 


2.0e-41 


Match length 


86 


% identity 


98 


NCBI Description 


(X79715) histone H4 [Lolium temulentum] 


Seq. No. 


215393 


Seq. ID 


LIB3147-008-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll69013 


BLAST score 


389 


E value 


1.0e-37 


Match length 


106 


% identity 


69 


NCBI Description 


COP9 PROTEIN (FUSCA PROTEIN FUS7) >gi 62 



COP9 protein - Arabidopsis thaliana >gi_530870 (L32874) 
COP9 [Arabidopsis thaliana] >gi_224 4 767__emb_CAB10190_ 
(Z97335) COP9 protein [Arabidopsis thaliana] 



Seq. No. 


215394 




Seq. ID 


LIB3147-008-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


g3860321 




BLAST score 


365 




E value 


5.0e-35 




Match length 


106 




% identity 


65 




NCBI Description 


(AJ012687) beta-galactosidase 


[Cicer arietinum] 


Seq. No. 


215395 




Seq. ID 


LIB3147-008-Q1-K1-G6 




Method 


BLASTN 




NCBI GI 


g2687434 




BLAST score 


273 




E value 


1.0e-152 




Match length 


357 




% identity 


94 




NCBI Description 


Eucryphia lucida large subunit 


26S ribosomal RNA 




partial sequence 




Seq. No. 


215396 




Seq. ID 


LIB3147-008-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


g3236242 




BLAST score 


414 




E value 


1.0e-40 




Match length 


96 





30082 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II • 

85 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

215397 

LIB3147-008-Q1-K1-G8 

BLASTX 

g3912920 

144 

5.0e-09 

120 

33 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
215398 

LIB3I47-008-Q1-K1-G9 

BLASTX 

gll36741 

334 

3.0e-31 

96 
66 

(D42052) predicted protein of 548 amino acids [Homo 
sapiens] 

215399 

LIB3147-008-Q1-K1-H11 

BLASTX 

g3136336 

313 

5.0e-48 

153 

55 

(AF064552) calmodulin; Cam [Apium graveolens] 



215400 

LIB3147-008-Q1-K1-H12 

BLASTX 

g2828291 

246 

4.0e-21 

92 
34 

(AL021687) putative protein 



[Arabidopsis thaliana] 



215401 

LIB3147-008-Q1-K1-H9 

BLASTX 

g2492952 

293 

1.0e-26 

69 
81 

CHORISMATE SYNTHASE 1 PRECURSOR 

( 5-ENOLPYRUVYLSHIKIMATE-3- PHOS PHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 

precursor - tomato >gi_4104 82_emb_CAA7 9859_ (Z21796) 

30083 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chorismate synthase 1 [Lycopersicon esculentum] 
215402 

LIB3147-009-Q1-K1-A4 

BLASTX 

g3212862 

483 

1.0e-48 

126 
70 

(AC004005) 
thaliana] 



putative riboflavin synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215403 

LIB3147-009-Q1-K1-A9 

BLASTX 

g2498490 

169 

3.0e-12 

90 
44 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref_NP_001559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215404 

LIB314 7-009-Q1-K1-B1 

BLASTX 

g2191187 

230 

4.0e-19 

114 

23 

(AF007271) contains similarity to a 
[Arabidopsis thaliana] 



DNAJ-like domain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



215405 

LIB3147-009-Q1-K1-B10 

BLASTX 

g3738322 

244 

6.0e-21 

78 
72 

(AC005170) putative small nuclear ribonucleoprotein 
[Arabidopsis thaliana] 

215406 

LIB314 7-009-Q1-K1-B2 

BLASTX 

g3393062 

382 

5.0e-37 



30084 



€1 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
64 

(Y17386) 



putative In2.1 protein [Triticum aestivum] 



215407 

LIB3147-009-Q1-K1-B3 

BLASTX 

g3393062 

175 

8.0e-13 

43 

67 

(Y17386) putative In2, 



1 protein [Triticum aestivum] 



215408 

LIB3147-009-Q1-K1-B6 

BLASTX 

g3860247 

469 

3.0e-47 

100 

86 

(AC005824) unknown protein [Arabidopsis thaliana] 
215409 

LIB3147-009-Q1-K1-B7 

BLASTX 

g3334113 

466 

8.0e-47 

89 
100 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

215410 

LIB3147-009-Q1-K1-B8 

BLASTX 

g461736 

302 

1.0e-27 

103 

62 

MITOCHONDRIAL CHAPE RON IN HSP60-2 PRECURSOR 

>gi_4 787 8 6_pir S29316 chaperonin 60 - cucurbit 

>gi_12546__emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp. ] 

215411 

LIB3147-009-Q1-K1-B9 

BLASTX 

gl905785 

137 

1.0e-08 

55 
49 

(Y10685) G/HBF-1 [Glycine max] 



30085 



# 



Seq. No. 


215412 


Seq. ID 


LIB3147-009-Q1-K1-C1 


Method 


BLASTX 


NLB1 hi 


gl / u o J / d 


BLAST score 


506 


E value 


1.0e-51 


Match length 


99 


% identity 


99 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi 965483 dbj BAA08259 (D 




DcARFl [Daucus carota] 


Seq. No. 


215413 


Seq. ID 


LIB3147-009-Q1-K1-C11 


Method 


BLASTX 


NLbl bl 


gz4 bZ 1 bZ 


BLAST score 


360 


E value 


2.0e-34 


Match length 


116 


% identity 


65 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No.- 


215414 


Seq. ID 


LIB3147-009-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3024017 


BLAST score 


558 


E value 


2.0e-57 


Match length 


124 


% identity 


89 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 




(EIF-4C) >gi_2565421 (AF026804) eukaryotic translatio 




initiation factor elF-lA [Onobrychis viciifolia] 


Seq. No. 


215415 


Seq. ID 


LIB3147-009-Q1-K1-C2 


Metnoa 


TIT 7V O (T)\7 

BLASTX 


NCBI GI 


g3860257 


BLAST score 


293 


E value 


1.0e-26 


Match length 


112 


% identity 


53 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


215416 


Seq. ID 


LIB3147-009-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2244780 


BLAST score 


247 


E value 


3.0e-21 


Match length 


101 


% identity 


58 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


215417 


Seq. ID 


LIB3147-00 9-Q1-K1-C7 



30086 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl666173 

353 

1.0e-33 

110 
67 

(Y09106) transcription factor 



[Nicotiana plumbaginif olia] 



215418 

LIB3147-009-Q1-K1-D1 

BLASTX 

gll4682 

306 

6.0e-28 

105 
64 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor , mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

215419 

LIB314 7-009-Q1-K1-D3 

BLASTX 

g3915826 

471 

2.0e-47 

103 
85 

60S RIBOSOMAL PROTEIN L5 
215420 

LIB3147-00 9-Q1-K1-D6 

BLASTX 

g445613 

270 

6.0e-24 

81 
69 

ribosomal protein L7 [Solanum tuberosum] 
215421 

LIB3147-009-Q1-K1-D8 

BLASTX 

gl710008 

302 

1.0e-27 

79 
72 

GTP-BINDING NUCLEAR PROTEIN RAN1B >gi_1370205_emb CAA9818 8 
(Z73960) RAN1B [Lotus japonicus] 

215422 

LIB3147-009-Q1-K1-E12 
BLASTX 



30087 



NCBI GI 


g3660467 


BLAST score 


513 


E value 


3.0e-52 


Match length 


136 


% identity 


76 


NCBI Description 


(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 




thaliana] 


Seq. No. 


215423 


Seq. ID 


LIB3147-009-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gzl(J4 flZ 


BLAST score 


192 


E value 


9.0e-15 


Match length 


109 


% identity 


42 


NCBI Description 


(U95180) endosperm specific protein [Zea mays] 


Seq. No. 


215424 


Seq. ID 


LIB3147-009-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2351380 


BLAST score 


246 


E value 


5.0e-21 


Match length 


111 


% identity 


50 


NCBI Description 


(U54559) translation initiation factor eIF3 p40 subunit 



[Homo sapiens] >gi_4 503515_ref_NP_0037 4 7 . l_pEIF3S3__ UNKNOWN 



Seq. No. 


215425 


Seq. ID 


LIB3147-009-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2982243 


BLAST score 


173 


E value 


1.0e-12 


Match length 


77 


% identity 


51 


NCBI Description 


(AF051204) hypothetical protein [Picea mariana] 


Seq. No. 


215426 


Seq. ID 


LIB314 7-009-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3193296 


BLAST score 


286 


E value 


8.0e-26 


Match length 


108 


% identity 


57 


NCBI Description 


(AF069298) similar to pectinesterase [Arabidopsis 


Seq. No. 


215427 


Seq. ID 


LIB3147-009-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


502 


E value 


6.0e-51 


Match length 


134 


% identity 


77 



30088 



NCBI Description (AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215428 

LIB314 7-00 9-Q1-K1-F7 

BLASTX 

g2494111 

184 

1.0e-13 

55 
62 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67 4 4 9) . [Arabidopsis thaliana] 

215429 

LIB3147-009-Q1-K1-F9 

BLASTX 

g3785976 

186 

5.0e-14 

70 
61 

(AC005560) Secl2p-like protein [Arabidopsis thaliana] 
215430 

LIB3147-009-Q1-K1-G2 

BLASTX 

g3386613 

502 

4.0e-51 
114 

83 

(AC004665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215431 

LIB3147-009-Q1-K1-G5 

BLASTX 

g2497538 

491 

9.0e-50 

101 

98 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 

215432 

LIB3147-009-Q1-K1-G6 

BLASTX 

g2129473 

217 

1.0e-17 

69 
61 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



30089 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215433 

LIB3147-009-Q1-K1-H2 

BLASTX 

g4204575 

315 

3.0e-29 

108 
59 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 



Seq* No. 


215434 


Seq. ID 


LIB3147-009-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2244955 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


47 


% identity 


53 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


215435 


Seq. ID 


LIB3147-009-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2088822 


BLAST score 


146 


E value 


2.0e-09 


Match lencth 


94 


% identity 


38 


NCBI Description 


(AF003384) K07B1.4 gene product [Caenorhabditis elegans 


Seq. No. 


215436 


Seq. ID 


LIB3147-009-Q1-K1-H8 


Method 


BLASTX 




a2570827 


BLAST score 


572 


E value 


3.0e-59 


Match length 


132 


% identity 


76 


NCBI Description 


(AF026058) anthocyanidin synthase [Matthiola incana] 


Seq. No. 


215437 


Seq. ID 


LIB3147-009-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4325324 


BLAST score 


110 


E value 


5.0e-13 


Match length 


66 


% identity 


59 


NCBI Description 


(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 




thaliana] 



Seq. No. 215438 

Seq. ID LIB3147-010-Q1-K1-A1 

Method BLASTN 

NCBI GI g3046853 

BLAST score 7 9 

E value 2.0e-36 



30090 



Match length 

% identity 

NCBI Description 



223 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


215439 


Seq. ID 


LIB3147-010-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2444174 


BLAST score 


388 


E value 


1.0e-37 


Match length 


128 


% identity 


62 


NCBI Description 


( U 94 7 8 1 ) unconvent io 


Seq, No. 


215440 


Seq. ID 


LIB3147-010-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4262149 


BLAST score 


548 


E value 


2.0e-56 


Match length 


118 


% identity 


80 


NCBI Description 


(AC005275) putative 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215441 

LIB3147-010-Q1-K1-A6 

BLASTX 

g549063 

207 

2.0e-16 

90 
49 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215442 

LIB3147-010-Q1-K1-B1 

BLASTX 

gl666096 

493 

7.0e-50 

103 

90 

(Y09113) dioxygenase 
215443 

LIB3147-010-Q1-K1-B2 

BLASTX 

gll73256 

547 

2.0e-56 

106 

99 



[Marah macrocarpus] 



30091 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_eirib_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

215444 

LIB3147-010-Q1-K1-B7 

BLASTX 

g3098571 

227 

1.0e-18 

93 
45 

(AF04 9028) BURP domain containing protein [Brassica napus] 
215445 

LIB3147-010-Q1-K1-B8 

BLASTX 

gl20675 

577 

9.0e-60 

134 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

215446 

LIB3147-010-Q1-K1-C4 

BLASTX 

g3123264 

275 

3.0e-25 

89 

72 

60S RIBOSOMAL PROTEIN L27 >gi_224 4 857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

215447 

LIB3147-010-Q1-K1-C7 

BLASTX 

g2058273 

493 

7.0e-50 

108 

88 

(D83527) YK426 [Oryza sativa] 
215448 

LIB3147-010-Q1-K1-C8 

BLASTX 

g729051 

384 

3.0e-37 
89 



30092 



% identity 48 

NCBI Description CALTRACTIN (CENTRIN) >gi_44 4342_prf 1906390A 

caltractin-like protein [Atriplex nummularia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215449 

LIB3147-010-Q1-K1-D1 

BLASTX 

g4432866 

188 

3.0e-14 

114 
36 

(AC006300) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215450 

LIB3147-010-Q1-K1-D2 

BLASTX 

g730645 

312 

6.0e-29 

72 

88 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_erabjCAA8 0 681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R2 97 8 8,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


215451 


Seq. ID 


LIB3147-010-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl040877 


BLAST score 


530 


E value 


4.0e-54 


Match length 


102 


% identity 


87 


NCBI Description 


(U30460) expansin S2 precursor [Cucumis sativus] 


Seq. No. 


215452 


Seq. ID 


LIB3147-010-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2146734 


BLAST score 


229 


E value 


4.0e-19 


Match length 


57 


% identity 


67 


NCBI Description 


GAST1 protein homolog (clone GASA4 ) - Arabidopsis 


Seq. No. 


215453 


Seq. ID 


LIB3147-010-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4538913 


BLAST score 


266 



30093 



E value 


3.0e-23 


Match length 


94 


% identity 


67 


NCBI Description 


(AL049482) putative protein 


Seq. No. 


215454 


Seq. ID 


LIB3147-010-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gZZoZb f 


BLAST score 


264 


E value 


5.0e-23 


Match length 


134 


% identity 


46 


NCBI Description 


ORF 124 4 [Nicotiana tabacum] 


Seq. No. 


215455 


Seq. ID 


LIB3147-010-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl!68940 


BLAST score 


222 


E value 


5.0e-18 


Match length 


72 


% identity 


65 


NCBI Description 


CHORISMATE MUTASE PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CM-1) >gi_629509_pir S3895E 

chorismate mutase precursor - Arabidopsis thaliana 
>gi_429153_emb_CAA8128 6_ (Z26519) chorismate mutase 
precursor [Arabidopsis thaliana] 

215456 

LIB3147-010-Q1-K1-E11 

BLASTX 

g2789434 

500 

8.0e-51 

114 

82 

(AB001389) CLB1 [Lycopersicon esculentum] 
215457 

LIB3147-010-Q1-K1-E3 

BLASTX 

gl469930 

375 

5.0e-36 

100 

76 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215458 

LIB3147-010-Q1-K1-F10 

BLASTX 

gl652704 

173 

2.0e-12 

131 
34 



30094 



# 



NCBI Description (D90907) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215459 

LIB3147-010-Q1-K1-F3 

BLASTX 

g4185133 

142 

6.0e-09 

37 
59 

(AC005724) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215460 

LIB3147-010-Q1-K1-F4 

BLASTX 

g3522952 

359 

3.0e-34 

111 

63 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215461 

LIB3147-010-Q1-K1-G12 

BLASTX 

gll68322 

317 

2.0e-29 

63 

97 

ACTIN 71 >gi_21538_emb_CAA39279_ 
tuberosum] 



(X55750) actin [Solanum 



215462 

LIB3147-010-Q1-K1-G5 

BLASTX 

gl350720 

439 

1.0e-43 

109 
76 

60S RIBOSOMAL PROTEIN L32 
215463 

LIB3147-010-Q1-K1-G9 

BLASTX 

g2851508 

245 

1.0e-21 
75 

63 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 



30095 



L21 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215464 

LIB3147-010-Q1-K1-H3 

BLASTN 

g3869075 

35 

4.0e-10 

155 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215465 

LIB3147-010-Q1-K1-H4 

BLASTX 

g2497538 

236 

1.0e-21 

79 
72 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 
pyruvate kinase [Glycine max] 



(L08632) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215466 

LIB3147-010-Q1-K1-H5 

BLASTX 

g3811009 

628 

1.0e-65 

144 

82 

(AB019328) NADP specific isocitrate dehydrogenase [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215467 

LIB3147-010-Q1-K1-H8 

BLASTX 

g2497538 

156 

7.0e-ll 

53 
58 

PYRUVATE KINASE, CYTOSOLIC ISOZYME 
pyruvate kinase [Glycine max] 



>gi_466350 (L08632) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215468 

LIB3147-011-Q1-K1-A1 

BLASTX 

g3927830 

217 

2.0e-17 

57 
38 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



215469 



30096 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-011-Q1-K1-A11 

BLASTX 

g2213867 

162 

3.0e-ll 

82 
45 

(AF003124) fructose-biphosphate aldolase [Mesembryantheraum 
crystal linum] 

215470 

LIB3147-011-Q1-K1-A12 

BLASTX 

g4512685 

266 

3.0e-23 

135 

43 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1__AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215471 

LIB3147-011-Q1-K1-A3 

BLASTX 

g3184280 

592 

2.0e-61 

151 
73 

(AC004136) putative small multi-drug export protein 
[Arabidopsis thaliana] 

215472 

LIB3147-011-Q1-K1-A8 

BLASTX 

g2262158 

160 

2.0e-ll 

64 

56 

(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215473 

LIB3147-011-Q1-K1-B10 

BLASTX 

g4090257 

381 

4.0e-37 

72 

96 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 



Seq. No. 
Seq. ID 

Method 



215474 

LIB3147-011-Q1-K1-B11 
BLASTX 



30097 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548774 
169 

3.0e-12 

43 

72 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir_S38360 ribosomal 
protein L7a - rice >gi_303855_db j_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

215475 

LIB3147-011-Q1-K1-B12 

BLASTX 

g4220482 

227 

1.0e-18 

66 
35 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
215476 

LIB3147-011-Q1-K1-B3 

BLASTX 

gll99772 

294 

2.0e-26 

60 
90 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj__BAA11855_ (D83227) extensin like protein 
[ Populus nigra] 



Seq. No. 


215477 




Seq. ID 


LIB3147- 


011-Q1-K1-C1 


Method 


BLASTX 




NCBI GI 


g4415992 




BLAST score 


650 




E value 


2.0e-68 




Match length 


123 




% identity 


100 




NCBI Description 


(AF05928 


8) beta-tubulin 


Seq. No. 


215478 




Seq. ID 


LIB3147- 


011-Q1-K1-C10 


Method 


BLASTX 




NCBI GI 


g4454097 




BLAST score 


230 




E value 


5.0e-19 




Match length 


77 




% identity 


64 




NCBI Description 


(X85206) 


hybrid proline- 


Seq. No. 


215479 




Seq. ID 


LIB3147- 


011-Q1-K1-C2 


Method 


BLASTX 




NCBI GI 


gll68896 




BLAST score 


371 




E value 


7.0e-36 





2 [Eleusine indica] 



30098 



Match length 

% identity 

NCBI Description 



II 

91 
70 

G2/MITOTIC-SPECIFIC CYCLIN 2 (B-LIKE CYCLIN) (CYCMS2) 
>gi_9148 63_emb_CAA57560_ (X82040) cycMs2 [Medicago sativa 
subsp. X varia] 



Seq. No. 


215480 


Seq. ID 


LIB3147-011-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


465 


E value 


9.0e-47 


Match length 


110 


% identity 


82 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


215481 


Seq. ID 


LIB3147-011-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


642 


E value 


3.0e-67 


Match length 


153 


% identity 


82 


NCBI Description 


(AF098519) unknown [Avicennia marina] >gi_4128206 




(AF056316) 40S ribosome protein S7 [Avicennia marina] 


Seq. No. 


215482 


Seq. ID 


LIB3147-011-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


295 


E value 


9.0e-27 


Match length 


105 


% identity 


62 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215483 


Seq. ID 


LIB3147-011-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


315 


E value 


4.0e-29 


Match length 


106 


% identity 


58 


NCBI Description 


(AF098519) unknown [Avicennia marina] >gi_4128206 




(AF056316) 40S ribosome protein S7 [Avicennia marina] 


Seq. No. 


215484 


Seq. ID 


LIB3147-011-Q1-K1-D8 


Method 


BLAST N 


NCBI GI 


g2244733 


BLAST score 


245 


E value 


1.0e-135 


Match length 


384 


% identity 


91 



NCBI Description Cotton mRNA for actin, clone CF456, partial cds 



30099 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215485 

LIB3147-011-Q1-K1-E11 

BLASTX 

g464621 

252 

1.0e-21 

93 
57 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_28 037 4_pir S2858 6 

ribosomal protein ML16 - common ice plant 
>gi_19539__emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215486 

LIB3147-011-Q1-K1-E12 

BLASTX 

g464621 

229 

3.0e-19 

90 
53 

60S RIBOSOMAL PROTEIN L6 ( YL16-LIKE) >gi_28 037 4_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215487 

LIB3147-011-Q1-K1-E3 

BLASTX 

gl707012 

389 

6.0e-38 

82 
85 

(U78721) tyrosyl-tRNA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215488 

LIB3147-011-Q1-K1-E4 

BLASTX 

g4240116 

169 

4 .Oe-12 

38 
76 

{AB007799) NADH- cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj JBAA7 4838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



215489 

LIB314 7-011-Q1-K1-E6 

BLASTX 

g3309243 

621 

6.0e-65 

126 



30100 



% identity 


94 


NCBI Description 


(AF073507) aconitase-iron regulated protein 1 [Citrus 




limon] 


Seq. No. 


01 C/IQA 


oeq. -iu 


T TR^1 A7-H1 1 -HI 1 -F1 P) 

li±.DJl*± / Ull ^1 J\l E XU 


Method 


BLASTN 


NCBI GI 


g4519259 


BLAST score 


64 


E value 


c. . ue-z / 


Match length 


110 


% identity 




NCBI Description 


Citrus unsmu toicviiir c— ij iqkina ior vacuolar ri+— fiirase 




subunit, complete cds 


Seq* No. 


Z ID 4 y 1 


Seq* ID 


LIBJ14 /-U11-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


169 


E value 


o . ue-lz 


Match length 


75 


% identity 


c o 
5z 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


zio4 yz 


Seq. ID 


LIBJ14 /-U11-Q1-KI-F4 


Method 


BLASTX 


NCBI GI 


gl477423 


BLAST score 


4 97 


E value 


1 . Oe-50 


Match length 


92 


% identity 


99 


NCBI Description 


(X99623) alpha-tubulm 1 [Hordeum vulgare] 


Seq. No. 


21 b 4 9o 


Seq. ID 


L1do14 / -u ii-yi-Ki-t t> 


Method 


BLASTX 


NCBI GI 


g2511533 


BLAST score 


218 


E value 


8 . Oe-18 


Match length 


43 


% identity 


95 


NCBI Description 


(AF008121) alpha-tubulin 2 [Eleusine indica] 


Seq. No. 


01 C A C\ A 


beq. Lu 


J_jlbJ14r / — Ul 1 — vjl —ixl — r o 


Method 


nT l\c my 


NCBI GI 


g3064039 


BLAST score 


180 


E value 


1 ♦ ue l o 


Match length 


70 


% identity 


41 


NCBI Description 


(AF054445) major latex protein homolog [Mesembryanthemum 




crystallinum] 


Seq. No. 


215495 



30101 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-011-Q1-K1-G1 

BLASTX 

g3779024 

263 

5. Oe-23 

69 

86 

(AC005171) unknown protein [Arabidopsis thaliana] 
215496 

LIB3147-011-Q1-K1-G11 

BLASTX 

g3108209 

187 

3.0e-14 

52 
69 

(AF028809) eukaryotic cap-binding protein [Arabidopsis 
thaliana] 

215497 

LIB3147-011-Q1-K1-G5 

BLASTX 

g3355468 

137 

1.0e-08 

60 
55 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

215498 

LIB3147-011-Q1-K1-G8 

BLASTX 

g4325345 

216 

5.0e-18 

58 
26 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score-154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215499 

LIB3147-011-Q1-K1-H2 

BLASTX 

gl085384 

263 

4. Oe-23 

64 

72 

Sm protein F - human >gi_80 6564_emb_CAA5 9688_ (X85372) Sm 
protein F [Homo sapiens] 
>gi_4507131_ref_NP_00308 6.1_pSNRPF_ 
ribonucleoprotein polypeptide F 



small nuclear 



30102 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215500 

LIB3147-011-Q1-K1-H6 

BLASTX 

g4508079 

434 

5.0e-43 

98 
79 

(AC005882) 66284 [Arabidopsis thaliana] 



Seq. No. 215501 

Seq. ID LIB3147-011-Q1-K1-H9 

Method BLASTX 

NCBI GI g3551257 

BLAST score 308 

E value 2.0e-28 

Match length 104 

% identity 20 

NCBI Description (AB012708) 98b [Daucus carota] 

Seq. No. 215502 

Seq. ID LIB3147-013-Q1-K1-A12 

Method BLASTX 

NCBI GI g70753 

BLAST score 508 

E value 1.0e-51 

Match length 125 

% identity 82 , . ^ 

NCBI Description histone H3 - garden pea >gi_82 610_pir_S00373 histone 

wheat 



Seq. No. 215503 

Seq. ID LIB3147-013-Q1-K1-A2 

Method BLASTX 

NCBI GI g2160166 

BLAST score 214 

E value 3.0e-17 

Match length 118 

% identity 41 ( t . 

NCBI Description (AC000132) No definition line found [Arabidopsis thaliana J 

215504 

LIB3147-013-Q1-K1-A4 
BLASTX 
gl658197 
429 

2.0e-42 
94 
84 

(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U7 4 631) calreticulin [Ricinus communis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



215505 

LIB3147-013-Q1-K1-A7 

BLASTX 

g398994 

196 



30103 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-15 

47 

79 

1 - AMI NOCY CLOP RO PANE- 1 -CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) >gi_166313 (M97961) tomato 
and apple ACC oxidase homologue [Actinidia deliciosa] 

215506 

LIB3147-013-Q1-K1-B1 

BLASTX 

g2829893 

331 

4.0e-31 

105 
69 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
215507 

LIB3147-013-Q1-K1-B11 

BLASTX 

gll74621 

385 

3.0e-37 

148 

47 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



215508 

LIB3147-013-Q1-K1-B3 

BLASTX 

g508304 

352 

3.0e-33 

79 
80 

(L22305) 



corC [Medicago sativa] 



215509 

LIB3147-013-Q1-K1-B4 

BLASTX 

g3319355 

679 

1.0e-71 

142 
92 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

215510 

LIB3147-013-Q1-K1-B6 

BLASTX 

g!531758 

559 



30104 



E value 
Match length 
% identity 
NCBI Description 



1.0e-57 

112 
93 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq. No. 


215511 


Seq. ID 


LIB3147-013-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


382 


E value 


7.0e-37 


Match length 


125 


% identity 


35 


NCBI Description 


(AJ010818) Cpn21 protein 


Seq. No. 


215512 


Seq. ID 


LIB3147-013-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4263528 


BLAST score 


145 


E value 


5.0e-09 


Match length 


91 


% identity r 


40 


NCBI Description 


(AC004044) predicted prot 




[Arabidopsis thaliana] 


Seq. No. 


215513 


Seq. ID 


LIB3147-013-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3927825 


BLAST score 


236 


E value 


7 .Oe-20 


Match length 


55 


% identity 


78 


NCBI Description 


(AC005727) putative dTDP- 




[Arabidopsis thaliana] 


Seq. No. 


215514 


Seq. ID 


LIB3147-013-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g417488 


BLAST score 


337 


E value 


1.0e-31 


Match length 


69 



-6-dehydratase 



% identity 

NCBI Description 



ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOS PHORYLAS E 

H) >gi_JL00452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215515 

LIB3147-013-Q1-K1-C12 

BLASTX 

g2618721 

422 

5.0e-46 



30105 



(I 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
88 

(U4 9072) IAA16 [Arabidopsis thaliana] 
215516 

LIB3147-013-Q1-K1-C2 

BLASTX 

gll5486 

567 

1.0e-58 

114 

58 

CALMODULIN-2/3/5 >gi_99671_pir S22503 calmodulin - 

Arabidopsis thaliana >gi_107 6437__pir S53006 calmodulin - 

leaf mustard >gi_214 6726_pir S71513 calmodulin - 

Arabidopsis thaliana >gi_166651 (M38380) calmodulin-2 
[Arabidopsis thaliana] >gi_166653 (M73711) calmodulin-3 
[Arabidopsis thaliana] >gi__474183_emb_CAA47690__ (X67273) 
calmodulin [Arabidopsis thaliana] >gi_497992 (U10150) 
calmodulin [Brassica napus] >gi_899058 (M88307) calmodulin 
[Brassica juncea] >gi_1183005_dbj_BAA08283_ (D45848) 
calmodulin [Arabidopsis thaliana] >gi_3402706 (AC004261) 
unknown protein [Arabidopsis thaliana] >gi_38 85333 
(AC005623) calmodulin [Arabidopsis thaliana] 

>gi_228407_prf 1803520A calmodulin 2 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215517 

LIB3147-013-Q1-K1-C3 

BLASTX 

gll72995 

287 

1.0e-25 

117 

55 

60S RIBOSOMAL PROTEIN L22 >gi_10 8 37 90_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

215518 

LIB3147-013-Q1-K1-C5 

BLASTX 

g464849 

602 

1.0e-62 

114 
98 

TUBULIN ALPHA CHAIN >gi_4 868 47_pir S3 62 32 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



215519 

LIB3147-013-Q1-K1-C6 

BLASTX 

g3355311 



30106 



BLAST score 


516 




T? TTT 1 1 1 pi 

Hi Va.XUt_i 


1.0e-52 




ft/T "r" T~i "1 onn"f*h 


131 




£ lueniity 


77 






(AJ009737) eukaryotic translation initiation 




vulgaris] 




O C LJ . 1.MU • 


c. __ — _1 \J 




beq. XJJ 


t tr^i 47_.ni ^— m — f ft 

XsXJDO Xft / U XO yi I\l lO 






r?Xjr-0 1 A 




NCBI GI 






BLAST score 






Hi V dl Lit; 


X . U6 Z / 




K/\-s 4— «^V> 1 ci rr "t~ Vi 

Lxiaucn xciiy m 


7 -I 




t> J_U.t3ilL.XLy 


/ / 




IN D J. Ucd Li ipi L v_) i 1 


ACYL-COA-BINDING PROTEIN 


(ACBP) >gi_1006831 




acyl-CoA-binding protein 


[Gossypium hirsutum; 


O^JLJ • INvJ • 






beg. iJj 


l_IB^>x4 / — Ul j— yi— Ki-uy 




Method 


DXjAb 1 A 




NCBI GI 


c c o n 

g__oo o y o__ 




DiiAo i score 


Q t> Q 




E value 


y . ue-j_. 




Match length 


/ b 




% identity 


^3 




NCBI Description 


(AF025667) histone H2B1 


[Gossypium hirsutum] 


Qar* Kin, 

b e q . in o • 






beq. lu 


LIB314 /-Uli-Qi-Kl-Dl 




Method 


nr TV f m\7 

BLAST X 




NCBI GI 


g44o / ll\ 




BLAST score 


1 7 0 




TP tt-^ 1 n 

Hi VciXUe 


9 . Oe-13 




Match length 


Do 




-5 laenxixy 


o4 




in^ox uescrxpuxon 


(AF127797) putative bZIP 


DNA-binding protein 




chinense] 




oeg . J.NO . 


looz j 




beg. lu 


LIB314 /-UlJ-Ql-Kl-Dz 




Method 


ID T 7\ C TV 

bliAbi A 




NCBI GI 


gzooo y oz 




DXiAb i score 


z8U 




E value 


3 . ue-zo 




Match length 


D 1 




-6 luencxiiy 


98 




in^dx uescrxp uion 


(AF025667) histone H2B1 


[Gossypium hirsutum] 


beg. ln q . 


215524 




Seq. ID 


LIB314 7-013-Q1-K1-D3 




Method 


BLASTX 




NCBI GI 


gl848210 




BLAST score 


197 




E value 


1.0e-15 




Match length 


75 




% identity 


65 





30107 



NCBI Description (Y11208) histone H2B1 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215525 

LIB3147-013-Q1-K1-D5 

BLASTX 

g441457 

572 

3.0e-59 

110 

96 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215526 

LIB3147-013-Q1-K1-D6 

BLASTX 

g548852 

210 

1.0e-16 

89 
52 

4 OS RIBOSOMAL PROTEIN S21 >gi_4 81227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 


215527 


Seq. ID 


LIB3147-013-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g541954 


BLAST score 


555 


E value 


4.0e-57 


Match length 


139 


% identity 


81 


NCBI Description 


ubiquitin extension prot 




>g i_4 3 8 1 1 l_emb_CAA8 0 3 3 4_ 




protein [Lupinus albus] 


Seq. No. 


215528 


Seq. ID 


LIB3147-013-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl743242 


BLAST score 


211 


E value 


1.0e-16 


Match length 


64 


% identity 


72 


NCBI Description 


(Y10035) alpha-tubulin [ 


Seq. No. 


215529 


Seq. ID 


LIB3147-013-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4406814 


BLAST score 


301 


E value 


2.0e-27 


Match length 


78 


% identity 


76 


NCBI Description 


(AC006201) putative pept 




thaliana] 



dn - white lupine 
(Z22613) ubiquitin extension 



30108 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215530 

LIB3147-013-Q1-K1-E12 

BLASTX 

g4204297 

157 

2.0e-10 

118 
42 

(AC003027) ADK1 [Arabidopsis thaliana] 
215531 

LIB3147-013-Q1-K1-E2 

BLASTX 

g2795809 

565 

2.0e-58 

128 

83 

(AC003674) putative expansin [Arabidopsis thaliana] 
215532 

LIB3147-013-Q1-K1-E4 

BLASTX 

g548774 

410 

3.0e-40 

109 
73 

60S RIBOSOMAL PROTEIN L7A >gi_54 2158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215533 

LIB3147-013-Q1-K1-E6 

BLASTX 

gl9611 

318 

2.0e-29 

85 
78 

(X13675) histone H3 (AA 1-123) [Medicago sativa] 
>gi_2916748_emb_CAA05554_ (AJ002555) histone H3 [Pisum 
sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215534 

LIB3147-013-Q1-K1-E8 

BLASTX 

gll69534 

727 

3.0e-77 

152 

93 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE ) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_54201 9_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (228386) enolase [Ricinus 



30109 



communis] 



Seq. No. 


215535 


Seq. ID 


LIB3147-013-Q1-K1-F11 


lyje l. nou. 


DLnu 1 A. 


KipRT r;T 


^"304 71 9 5 


JDJ_frlO 1 i?UUIc 




TP ua lna 
Hj VdJ. Uc 




1\>1 -f- < — ■ Vl 1 O T"} /""("f~ Vl 

l v Jct.LL-il Xcliy Lil 




o J-U.ciJ.L-L Ly 




Vi\^n>X UcoLL J_^J L J_DI1 


^nl U JO 31 3 J 1NL> tJ.C J_ J_ll J_ L J- U1I J_J_IIt; J_LJU.ilLL LriJl CLD J-LUJ^Jo J_ o LIlcl J-Xctlld 




91 


Seq. ID 


LIB3147-013-Q1-K1-F3 


Method 


BLASTN 


TOPRT PT 
lNLv.DJ_ 






R 




*i • Uc J. U 


rJdLUl _LcIiyUJ.l 


1 RR 


■s laenriry 




wldi uescr lpiion 


firaoiciopsi s tnananu genomic jjin/i^ cnxuniosoiiLe O/ ri cioxie. 




riAJAO f coinpiexc sequence [/ixaiJiaopsis inaiiauaj 


o e q . in o . 




n-~ T Pi 

beq. J.U 


J_)lriJl4 / U1j yiM M 




DT 7i CTV 


NCBI GI 


g3334115 


BLAST score 


367 


IT 1 TT n 1 11 r> 

tj value 


A Pica— /I 1 

41 . ue i 


Match length 




-6 identity 


ou 


lnldi uescripuion 


ilUi:,H.J.ir v^fllAKlJiiA irKL/llljlN 1 JrKiliUUr\o(j£\ ^ jHJJr^/ /ll ir 1 K^I\D JjwU-idoilj 




f Z\ PiTT , '\TT 1 MTi 1 MfTnT TPiTTPitT TRZiMCIT nPQTfll? 1 ^ ( ZiMT 1 \ "^rrl OAC^^dC^A 
XiNrj INU^IiUjU 1 lUHi 1 x\HLNoijUL/^il UK X) 1} ->gi Z4iOOOD4t 




(AF0064 89) adenine nucleotide translocator 1 [Gossypium 






Seq. No. 


215538 


Seq, ID 


LIB3147-013-Q1-K1-F5 


i v lc LI1UU. 




IN^tSl o_L 




Diirio i score 


1 i70 


£j VdlUS 


z . ue jz 


Match length 


loo 


% identity 


JJ 


T\T (~** Q ~P ^> /~* v~ ~i 4- -i i^s 

inl^oI uesoir ipi^iun 


f 7 ^ A "7 ) Raf^-Smwl 3C a faraKi r\r\T\a to fhal i anal 


Seq. No. 


215539 


Seq. ID 


LIB3147-013-Q1-K1-F6 


Me^t" h Ofi 




NCBI GI 


gll07526 


BLAST score 


351 


E value 


3.0e-33 


Match length 


95 


% identity 


68 


NCBI Description 


(X87931) SIEP1L protein [Beta vulgaris] 


Seq. No. 


215540 



30110 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-013-Q1-K1-G2 

BLASTX 

g3334299 

576 

1.0e-59 

120 
94 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTI DASE 
COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA74725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 



Seq. No. 215541 

Seq. ID LIB3147-013-Q1-K1-G3 

Method BLASTX 

NCBI GI g4220532 

BLAST score 210 

E value 8.0e-17 

Match length 84 

% identity 58 , , 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

215542 

LIB3147-013-Q1-K1-H10 

BLASTX 
g585963 
263 

6.0e-23 

69 
78 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 

Seq. No. 215543 

Seq. ID LIB3147-013-Q1-K1-H4 

Method BLASTX 

NCBI GI g4314387 

BLAST score 292 

E value 2.0e-26 

Match length 69 

% identity 81 

NCBI Description (AC00 6232) putative beta-alanine synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 215544 

Seq. ID LIB3147-013-Q1-K1-H6 

Method BLASTX 

NCBI GI g3264769 

BLAST score 587 

E value 7 .0e-61 

Match length 135 

% identity 41 

NCBI Description (AF071894) late embryogenesis-like protein [Prunus 
arraeniaca] 



Seq. No. 215545 

Seq. ID LIB3147-015-Q1-K1-A1 

Method BLASTX 

NCBI GI g2982259 



30111 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



515 

1.0e-52 

118 
80 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 

215546 

LIB314 7-015-Q1-K1-A2 

BLASTN 

g2791833 

61 

1.0e-25 

93 
91 

Manihot esculenta elongation factor 1-alpha (MeEFl) gene, 
complete cds 

215547 

LIB3147-015-Q1-K1-A3 

BLASTX 

gll70748 

142 

1.0e-08 

30 
90 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-D >gi_167349 
(M88323) late embryogene sis-abundant protein [Gossypium 
hirsutum] >gi_167351 (L01102) late embryogenesis-abundant 
protein [Gossypium hirsutum] 

215548 

LIB3147-015-Q1-K1-A4 

BLASTX 

gl22007 

384 

4.0e-37 

99 

78 

HI STONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37 828__ (X53831) H2A histone protein (AA 1 
- 14 9) [Petroselinum crispum] 

215549 

LIB3147-015-Q1-K1-A7 

BLASTX 

g3641868 

228 

1.0e-19 

88 
62 

(AJ011012) hypothetical protein [Cicer arietinum] 
215550 

LIB3147-015-Q1-K1-A8 

BLASTX 

gll70747 



30112 



BLAST score 


CI 

380 




E value 


1 A ^ 

1 . ue- 


- o o 


Match length 


O 0 




% identity 


85 




NCBI Description 


LATE 


EMBRYOGENES 1 S 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UNDANT PROTEIN LEA5-A >gi_167 345 
(M88324) late embryogene sis -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



215551 

LIB3147-015-Q1-K1-B1 

BLASTX 

gl658197 

605 

5.0e-63 

141 
78 

(U74630) calreticulin [Ricinus communis] 
(U74631) calreticulin [Ricinus communis] 



>gi_1763297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215552 

LIB3147-015-Q1-K1-B10 

BLASTX 

g2864615 

231 

3.0e-19 

129 

49 

(AL021811) putative protein [Arabidopsis thaliana] 
215553 

LIB314 7-015-Q1-K1-B11 

BLASTX 

g3702121 

148 

2.0e-09 

43 

77 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



215554 

LIB3147-015-Q1-K1-B2 

BLASTX 

g3377797 

329 

1.0e-30 

66 
97 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

215555 

LIB3147-015-Q1-K1-B5 



30113 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885515 

245 

8.0e-21 

64 
73 

(AF084202) 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215556 

LIB3147-015-Q1-K1-B6 

BLASTX 

g71634 

648 

5.0e-68 

122 
98 



NCBI Description actin 1 - rice 



Seq, No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215557 

LIB3147-015-Q1-K1-C10 

BLASTX 

g4432855 

248 

4.0e-21 

141 

49 

(AC006300) unknown protein [Arabidopsis thaliana] 
215558 

LIB3147-015-Q1-K1-C11 

BLASTX 

gl20668 

668 

2.0e-70 

142 
92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_8 23 9 9_pir A2 4159 glyceraldehyde-3-phosphat e 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_22534 7_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 

215559 

LIB3147-015-Q1-K1-C3 

BLASTX 

g3914424 

457 

1.0e-45 

107 
80 

PROTEASOME COMPONENT C8 (MACRO PAIN SUBUNIT C8) 
(MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2511592_emb_CAA74027.1_ (Y13693) multicatalytic 
endopeptidase complex, proteasome component, alpha subunit 



30114 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



215560 

LIB3147-015-Q1-K1-C4 

BLASTX 

g3850816 

463 

2.0e-46 



92 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215561 

LIB3147-015-Q1-K1-C5 

BLASTX 

gll74162 

695 

2.0e-73 

132 
92 

(U4 4 97 6) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 


215562 


Seq. ID 


LIB3147-015-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl754795 


BLAST score 


671 


E value 


9.0e-71 


Match length 


131 


% identity 


89 


NCBI Description 


(U59477) omega-3 fatty acid 


Seq. No. 


215563 


Seq. ID 


LIB3147-015-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl209703 


BLAST score 


448 


E value 


1.0e-44 


Match length 


115 


% identity 


71 


NCBI Description 


(U40489) maize gll homolog 


Seq. No. 


215564 


Seq. ID 


LIB3147-015-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl36057 


BLAST score 


553 


E value 


6.0e-57 


Match length 


138 


% identity 


77 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, 



fatty acid desaturase [Perilla frutescens] 



CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



30115 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215565 

LIB3147-015-Q1-K1-D12 

BLASTX 

g3123264 

538 

4.0e-55 

135 
77 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215566 

LIB3147-015-Q1-K1-D2 

BLASTX 

g2829897 

192 

1.0e-14 

80 
54 

(AC002311) Unknown protein [Arabidopsis thaliana] 





215567 


Seq. ID 


LIB3147-015-Q1-K1-D4 


Method 


BLASTX 


IN n> ± \j± 


a 3334138 


T5T 7\QT cpnro 
ESJ_ii-iO X buUIC 


234 


TP TT -1 1 11A 

Hi value 


2 . Oe-19 


Match lenath 


85 


% identity 


55 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi__ 




[Glycine max] 


Seq. No. 


215568 


Seq. ID 


LIB3147-015-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g643469 


BLAST score 


416 


E value 


7.0e-41 


Match length 


128 


% identity 


61 


NCBI Description 


(U19886) unknown [Lycopersicon 


Seq. No. 


215569 


Seq. ID 


LIB3147-015-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


639 


E value 


5.0e-67 


Match length 


144 


% identity 


83 


NCBI Description 


(AB015601) DnaJ homolog [Salix 


Seq. No. 


215570 


Seq. ID 


LIB3147-015-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2062173 



30116 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 

3. Oe-22 

75 

65 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215571 

LIB3147-015-Q1-K1-E5 

BLASTX 

g4510346 

202 

9.0e-16 

49 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
215572 

LIB3147-015-Q1-K1-E6 

BLASTX 

gl708971 

183 

2.0e-13 

137 
35 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi 421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R)-(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi_109077 6_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 

215573 

LIB3147-015-Q1-K1-E8 

BLASTX 

g3878264 

230 

5.0e-19 

116 
38 

(Z75712) Similarity to some prokaryotic esterases; cDNA EST 
EMBL:D71448 comes from this gene; cDNA EST EMBL:D74156 
comes from this gene [Caenorhabditis elegans] 

215574 

LIB3147-015-Q1-K1-E9 

BLASTX 

gl493813 

385 

3.0e-37 

86 



(U37576) histone H4-VIII [Gallus gallus] 



Seq. No. 



215575 



30117 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-015-Q1-K1-F1 

BLASTX 

g4426565 

190 

2.0e-14 

91 
42 

(AF031483) 



unknown [Rattus norvegicus] 



Seq. No. 
Seq. ID 



215576 

LIB3147-015-Q1-K1-F5 

BLASTX 

g2842490 

512 

4.0e-52 

142 

71 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
215577 

LIB3147-015-Q1-K1-F7 

BLASTX 

gl477565 

292 

3.0e-26 

142 

4 

CU50078) p532 [Homo sapiens] 

>gi_4 557026_ref_NP_003913.1_pHERCl_ hect (homologous to the 
E6-AP (UBE3A) carboxyl terminus) domain and RCC1 
(CHCl)-like domain (RLD) 

215578 

LIB3147-015-Q1-K1-F9 

BLASTX 

gl23544 

395 

2.0e-41 

135 

66 

18.5 KD CLASS I HEAT SHOCK PROTEIN (HSP 18.5) 

>gi 81788_pir S00646 heat shock protein 18.5-C - soybean 

>gi~l 8 6 5 4~emb_CAA3 0 1 5 4_ (X07160) hspl8.5-C protein ( AA 1 
161) [Glycine max] 

215579 

LIB3147-015-Q1-K1-G1 

BLASTX 

g2829897 

223 

3.0e-18 

87 

57 

(AC002311) Unknown protein [Arabidopsis thaliana] 
215580 

LIB3147-015-Q1-K1-G10 



30118 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73187 

591 

2.0e-61 
117 

96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi__136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

215581 

LIB3147-015-Q1-K1-G12 

BLASTX 

gll74451 

142 

1.0e-08 

110 
33 

TRANSLOCON -ASSOCIATED PROTEIN, BETA SUBUNIT PRECURSOR 
(TRAP-BETA) (SIGNAL SEQUENCE RECEPTOR BETA SUBUNIT) 

(SSR-BETA) >gi_631473_pir S 4 10 63 translocon-associated 

protein beta chain - human >gi_452757_emb_CAA52207_ 
(X74104) translocon-associated protein [Homo sapiens] 
>gi_1736880_dbj_BAA07206_ (D37991) beta-signal sequence 
receptor [Homo sapiens] >gi_4507239_ref__NP_003136 . l_pSSR2_ 
signal sequence receptor, beta (translocon-associated 
protein beta) 

215582 

LIB3147-015-Q1-K1-G2 

BLASTX 

g3319355 

558 

2.0e-57 

120 

91 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

215583 

LIB3147-015-Q1-K1-G3 

BLASTN 

gl66929 

34 

2.0e-09 

65 

89 

A. thaliana ubiquitin extension protein (UBQ1) gene, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215584 

LIB3147-015-Q1-K1-G4 

BLASTX 

g4325372 

289 

5.0e-26 



30119 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
55 

(AF128396) contains similarity to protein disulfide 
isomerases [Arabidopsis thaliana] 

215585 

LIB3147-015-Q1-K1-G6 

BLASTN 

g2275090 

169 

4.0e-90 

228 
97 

Swietenia humilis DNA for simple tandem repeat (341bp) 
215586 

LIB3147-015-Q1-K1-G7 

BLASTX 

g2879867 

370 

2.0e-35 

106 
67 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



215587 

LIB3147-015-Q1-K1-G8 

BLASTX 

g3953471 

556 

3.0e-57 

133 

82 

(AC002328) F2202.16 [Arabidopsis thaliana] 
215588 

LIB3147-015-Q1-K1-G9 

BLASTX 

g3355465 

361 

2.0e-34 

142 

54 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215589 

LIB3147-015-Q1-K1-H1 

BLASTX 

g2459420 

652 

1.0e-68 
128 
97 

(AC002332) 
thaliana] 



putative ribosomal protein L17 [Arabidopsis 



30120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215590 

LIB3147-015-Q1-K1-H2 

BLASTX 

g!174621 

379 

2.0e-36 

137 

48 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215591 

LIB3147-015-Q1-K1-H5 

BLASTX 

g231574 

350 

4.0e-33 

99 
68 

L - AS P ARAG I N AS E (L-ASPARAGINE AMIDOHYDROLASE ) 

>gi 81837_pir S22523 asparaginase (EC 3.5.1.1) - 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588; 
asparaginase [Lupinus arboreus] 



tree 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215592 

LIB3147-015-Q1-K1-H7 

BLASTX 

gl518540 

659 

2.0e-69 

137 

88 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215593 

LIB3147-015-Q1-K1-H9 

BLASTX 

g4580461 

671 

9.0e-71 

142 
89 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215594 

LIB3147-017-Q1-K1-A12 

BLASTX 

g3759184 

250 

9.0e-26 

99 

67 

(AB018441) phi-1 [Nicotiana tabacum] 



30121 



Seq. No. 215595 

Seq. ID LIB3147-017-Q1-K1-A3 

Method BLASTX 

NCBI GI g3063691 

BLAST score 253 

E value 5.0e-27 

Match length 8 8 

% identity 61 

NCBI Description (AL022537) putative protein [Arabidopsis thaliana] 

Seq. No. 215596 

Seq. ID LIB3147-017-Q1-K1-A4 

Method BLASTX 

NCBI GI gl362086 

BLAST score 545 

E value 4.0e-56 

Match length 109 

% identity 94 



NCBI Description 5-methyltetrahydropteroyltriglutamate — homocysteine 

S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

215597 

LIB3147-017-Q1-K1-A5 
BLASTX 
g4544443 
360 

5.0e-35 
124 
42 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215598 

LIB3147-017-Q1-K1-A7 

BLASTX 

g3776013 

184 

3.0e-14 

48 
77 

(AJ010470) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215599 

LIB3147-017-Q1-K1-B1 

BLASTX 

g3851636 

371 

7.0e-36 

87 
80 

(AF098519) unknown [Avicennia marina] >gi_4128206 



30122 



(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215600 

LIB3147-017-Q1-K1-B6 

BLASTX 

g2401257 

282 

3.0e-25 

126 

48 

(D63951) TBZ17 [Nicotiana tabacum] 
215601 

LIB3147-017-Q1-K1-B8 

BLASTX 

g2500345 

269 

8.0e-24 

78 
72 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi_2618578_dbj_BAA23363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>gi_1589072__prf 2210268A nuclear protein-NHP2-like protein 

[Homo sapiens] 

215602 

LIB3147-017-Q1-K1-C11 

BLASTX 

g2454182 

433 

5.0e-43 

99 

83 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215603 

LIB3147-017-Q1-K1-C12 

BLASTX 

gl498053 

455 

2.0e-45 

130 

72 

(U64436) ribosomal protein S8 [Zea mays] 
215604 

LIB3147-017-Q1-K1-C4 

BLASTN 

g2570118 

43 

4.0e-15 

83 
88 

S.latifolia mRNA, clone CCLS 



30123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215605 

LIB3147-017-Q1-K1-D11 

BLASTX 

g2558962 

312 

8.0e-29 

64 

100 

(AF025667) histone H2B1 [Gossypium hirsutum] 
215606 

LIB3147-017-Q1-K1-D5 

BLASTX 

gl!99772 

186 

5.0e-14 

40 
82 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

215607 

LIB3147-017-Q1-K1-D6 

BLASTX 

g585451 

504 

3.0e-51 

116 

84 

MALATE OXIDOREDUCTASE (NAD) , MITOCHONDRIAL 62 KD ISOFORM 

PRECURSOR (MALIC ENZYME) (ME) {NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_107 6667_pir B53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 62K chain precursor, 

mitochondrial - potato >gi_43824 9_emb_CAA80559__ (Z23023) 

malate dehydrogenase [Solanum tuberosum] 

215608 

LIB3147-017-Q1-K1-D7 

BLASTX 

gl498053 

167 

6.0e-12 

55 
64 

(U64436) ribosomal protein S8 [Zea mays] 
215609 

LIB3147-017-Q1-K1-E1 

BLASTX 

g3868758 

360 

2.0e-34 

86 
79 

(D89802) elongation factor IB gamma [Oryza sativa] 



30124 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215610 

LIB3147-017-Q1-K1-E10 

BLASTN 

gl2614 

215 

1.0e-117 

345 
94 

L.esculentum genes for tRNA Asn and tRNA Tyr 
215611 

LIB3147-017-Q1-K1-E12 

BLASTX 

g3341696 

384 

4.0e-37 

108 
67 

(AC003672) unknown protein [Arabidopsis thaliana] 
215612 

LIB3147-017-Q1-K1-E3 

BLASTX 

g!084461 

268 

1.0e-23 

93 
57 

RCc3 protein - rice >gi_786132 (L27208) RCc3 [Oryza sativa] 
215613 

LIB3147-017-Q1-K1-F10 

BLASTX 

g2136800 

158 

1.0e-10 

93 
43 

polyA binding protein II - bovine >gi_1051125_emb_CAA62006_ 
(X89969) polyA binding protein II [Bos taurus] 

215614 

LIB3147-017-Q1-K1-F11 

BLASTX 

g3395441 

442 

6.0e-44 

116 

76 

(AC004 683) unknown protein [Arabidopsis thaliana] 
215615 

LIB3147-017-Q1-K1-F2 

BLASTN 

g2828278 

33 



30125 



E value 
Match length 
% identity 
NCBI Description 



2.0e-09 

69 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 


215616 


Seq. ID 


LIB3147-017- 


Method 


BLASTX 


NCBI GI 


g4191783 


BLAST score 


201 


E value 


1.0e-15 


Match length 


51 


% identity 


73 


NCBI Description 


(AC005917) ] 


Seq. No. 


215617 


Seq. ID 


LIB3147-017 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


468 


E value 


4.0e-47 


Match length 


95 


% identity 


95 


NCBI Description 


ubiquitin / 




>gi_170217 




sylvestris] 


Seq. No. 


215618 


Seq. ID 


LIB3147-017 


Method 


BLASTX 


NCBI GI 


gl498330 


BLAST score 


311 


E value 


7.0e-29 


Match length 


77 



hypothetical protein [Arabidopsis thaliana] 



wood tobacco 



% identity 

NCBI Description 



(U60498) actin [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215619 

LIB3147-017-Q1-K1-F8 

BLASTX 

g4512653 

284 

2.0e-42 

120 

73 

(AC007048) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215620 

LIB3147-017-Q1-K1-G10 

BLASTX 

gll72597 

216 

2.0e-17 

46 
89 

WOUND-INDUCED BASIC PROTEIN >gi_8 18 8 8_pir JS0731 



30126 




wound-inducible basic protein - kidney bean >gi_169365 
(L00625) basic protein [Phaseolus vulgaris] 
>gi_217 98 9_dbj_BAA02299_ (D12914) 5.8 kb basic protein 
[Phaseolus vulgaris] 





Seq. No. 


215621 




Seq. ID 


LIB3147-017-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


g2500376 




BLAST score 


241 




E value 


2.0e-20 




Match length 


58 




% identity 


88 




NCBI Description 


60S RIBOSOMAL PROTEIN L34 >gi_42 62177_gb_AAD14 4 94_ 




(AC005508) 23552 [Arabidopsis thaliana] 




Seq. No. 


215622 




Seq. ID 


LIB3147-017-Q1-K1-G8 




Method 


BLASTX 




NCBI GI 


g2190550 




BLAST score 


294 




E value 


2.0e-26 




Match length 


80 




% identity 


70 




NCBI Description 


(AC001229) ESTs gb T45673, gb_N37512 come from this gene 


ffl 




[Arabidopsis thaliana] 


H 


Seq. No. 


215623 


5 S. 


Seq. ID 


LIB3147-017-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


gll03712 




BLAST score 


309 




E value 


8.0e-29 


Q 


Match length 


76 




% identity 


86 




NCBI Description 


(X83729) inorganic pyrophosphatase [Nicotiana tabacum] 




Seq. No. 


215624 




Seq. ID 


LIB3147-017-Q1-K1-H3 




Method 


BLASTX 




NCBI GI 


g2960216 




BLAST score 


507 




E value 


1.0e-51 




Match length 


118 




% identity 


86 




NCBI Description 


(AJ223384) 26S proteasome regulatory ATPase subunit 10b 






(SlOb) [Manduca sexta] 




Seq. No. 


215625 




Seq. ID 


LIB314 7-017-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


gl778376 




BLAST score 


385 




E value 


2.0e-37 




Match length 


91 




% identity 


80 




NCBI Description 


(U81288) PsRT17-l [Pisum sativum] 



30127 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215626 

LIB3147-018-Q1-K1-A9 

BLASTN 

g3821780 

36 

8.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
215627 

LIB3147-018-Q1-K1-B10 

BLASTX 

gl708993 

247 

2.0e-21 

70 

70 

CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 
(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 

>gi_2129567_pir S61429 cystathionine beta-lyase (EC 

4.4.1.8) - Arabidopsis thaliana >gi_704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 



Seq. 
Seq. 



No. 

ID 



Method 
NCBI GI 



215628 

LIB3147-018-Q1-K1-C10 

BLASTN 

g509768 



BLAST score 


33 


E value 


6.0e-09 


Match length 


81 


% identity 


85 


NCBI Description 


Glycine max 




protein 


Seq. No. 


215629 


Seq. ID 


LIB3147-018 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


261 


E value 


8 .Oe-23 


Match length 


93 


% identity 


52 


NCBI Description 


(AL035539) 


Seq. No. 


215630 


Seq. ID 


LIB3147-018 


Method 


BLASTX 


NCBI GI 


g4008006 


BLAST score 


439 


E value 


1.0e-43 


Match length 


137 


% identity 


68 


NCBI Description 


(AF084034) 




thaliana] 



receptor-like protein kinase [Arabidopsis 



30128 



Seq. No. 


215631 


Seq. ID 


LIB3147-018-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl350984 


BLAST score 


4 4 9 


E value 


1.0e-44 


Match length 


118 


% identity 


76 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A >gi_469248 (L31 




protein S3a [Helianthus annuus] 


Seq. No. 


215632 


Seq. ID 


LIB3147-018-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


™ n C 1 £TC 

go9ioloo 


BLAST score 


158 


E value 


1.0e-10 


Match length 


60 


% identity 


67 


NCBI Description 


(AC004557) F17L21.8 [Arabidopsis thaliana 


Seq. No. 


215633 


Seq. ID 


LIB3147-018-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl708993 


BLAST score 


387 


E value 


1.0e-37 


Match length 


97 


% identity 


77 


NCBI Description 


CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 



(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 

>gi_2129567_pir S61429 cystathionine beta-lyase (EC 

4.4.1.8) - Arabidopsis thaliana >gi_704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215634 

LIB3147-018-Q1-K1-E9 

BLASTX 

gl26985 

449 

7.0e-45 

96 
82 

MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215635 

LIB3147-018-Q1-K1-F10 

BLASTX 

g421929 

626 

2.0e-65 

149 
13 

ubiquitin - tomato >gi_312160_emb_CAA5167 9_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



30129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215636 

LIB3147-018-Q1-K1-F9 

BLASTX 

gll73187 

255 

4.0e-30 

103 
65 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 Ijpir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

215637 

LIB3147-018-Q1-K1-G9 

BLASTX 

g2498731 

377 

2.0e-49 

149 

66 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi 1362013jpir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

215638 

LIB3147-018-Q1-K1-H9 

BLASTX 

gl708993 

451 

5.0e-45 

129 

69 

CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 
(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 

>gi_2129567__pir S61429 cystathionine beta-lyase (EC 

4.4.1.8) - Arabidopsis thaliana >giJ704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 

215639 

LIB3147-019-Q1-K1-A1 

BLASTX 

g3176668 

680 

1.0e-71 

141 
92 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb__T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215640 

LIB3147-019-Q1-K1-A12 

BLASTX 

g3885515 

507 



30130 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-51 

113 
84 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 

215641 

LIB3147-019-Q1-K1-A8 

BLASTX 

g3860008 

223 

3.0e-18 

139 

33 

(AF091085) unknown [Homo sapiens] 



215642 

LIB3147-019-Q1-K1-B2 

BLASTX 

g3450889 

611 

1. Oe-63 

159 

81 

(AF083890) 19S proteosome subunit 



9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



215643 

LIB3147-019-Q1-K1-B3 

BLASTX 

g417103 

679 

1.0e-71 

136 
100 

HISTONE H3.2, MINOR >gi__282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3 . 3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3 . 2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA584 4 5_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj__BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi 4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 907 54_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

215644 

LIB3147-019-Q1-K1-B4 
BLASTX 



30131 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4105772 
416 

5.0e-41 

108 
43 

(AF049917) 



PGP9B [Petunia x hybrida] 



215645 

LIB3147-019-Q1-K1-B6 

BLASTX 

gl32944 

631 

5.0e-66 

125 

92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32 655) ribosomal protein [Arabidopsis thaliana] 

215646 

LIB3147-019-Q1-K1-B8 

BLASTX 

g4105772 

380 

1.0e-36 

124 
33 

(AF049917) PGP9B [Petunia x hybrida] 
215647 

LIB3147-019-Q1-K1-C10 

BLASTX 

g2827552 

284 

3.0e-25 

114 

54 

(AL021635) predicted protein [Arabidopsis thaliana] 
215648 

LIB3147-019-Q1-K1-C12 

BLASTX 

g2982268 

600 

2.0e-62 

131 

89 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



215649 

LIB3147-019-Q1-K1-C3 

BLASTX 

gll837 

486 

2.0e-63 
141 



30132 



% identity 

NCBI Description 



90 

(Z00044) NADH dehydrogenase 27kD subunit [Nicotiana 

tabacum] >gi_225205_prf 1211235AK bhpB gene [Nicotiana 

tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215650 

LIB3147-019-Q1-K1-C6 

BLASTX 

g3080420 

488 

3.0e-49 
150 
61 

(AL022604! 
thaliana] 



putative sugar transporter protein [Arabidopsis 



215651 

LIB3147-019-Q1-K1-C7 

BLASTX 

g!1837 

465 

1.0e-62 

137 
92 

(Z00044) NADH dehydrogenase 27kD subunit [Nicotiana 

tabacum] >gi_225205_prf 1211235AK bhpB gene [Nicotiana 

tabacum] 

215652 

LIB3147-019-Q1-K1-C8 

BLASTX 

g4432859 

196 

5.0e-15 

86 
45 

(AC006300) unknown protein [Arabidopsis thaliana] 
215653 

LIB3147-019-Q1-K1-D10 

BLASTX 

g4538968 

344 

2.0e-32 

145 

48 

(AL049488) putative protein kinase [Arabidopsis thaliana] 
215654 

LIB3147-019-Q1-K1-D12 

BLASTX 

g4090257 

460 

6.0e-46 

91 

96 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 



30133 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215655 

LIB3147-019-Q1-K1-D2 

BLASTX 

g3402703 

619 

1.0e-64 

153 

76 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215656 

LIB3147-019-Q1-K1-D3 

BLASTX 

g2130017 

436 

3.0e-43 

95 
81 

hypothetical protein - common sunflower 

>gi_1040729_emb_CAA60621_ (X87143) cytochrome b5 containing 
fusion protein [Helianthus annuus] 



Seq. No. 


215657 


Seq. ID 


LIB3147-019-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4512676 


BLAST score 


209 


E value 


2.0e-16 


Match length 


117 


% identity 


43 


NCBI Description 


(AC006931) unknown protein [Arabi 


Seq. No. 


215658 


Seq. ID 


LIB3147-019-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2960216 


BLAST score 


686 


E value 


2.0e-72 


Match length 


152 


% identity 


88 


NCBI Description 


(AJ223384) 26S proteasome regulat 




(SlOb) [Manduca sexta] 


Seq. No. 


215659 


Seq. ID 


LIB3147-019-Q1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3493171 


BLAST score 


62 


E value 


7.0e-27 


Match length 


97 


% identity 


92 


NCBI Description 


Gossypium hirsutum fiber annexin 


Seq. No. 


215660 


Seq. ID 


LIB3147-019-Q1-K1-D8 


Method 


BLASTX 



30134 







BLAST score 


175 


E value 


1.0e-12 


Match length 


46 


% identity 


74 


NCBI Description 


(AC005169) unknown protein [Arabidopsi: 


Seq. No. 


215661 


Seq. ID 


LIB3147-019-Q1-K1-D9 


Method 


BLASTX 




rr^l 981 


BLAST score 


292 


E value 


3.0e-26 


Match length 


107 


% identity 


52 


NCBI Description 


(AC004521) hypothetical protein [Arabi< 


Seq. No. 


215662 


Seq. ID 


LIB3147-019-Q1-K1-E11 


Method 


BLASTX 




rrA R £7 9 A Q 

g*± jo / z fi y 


BLAST score 


625 


E value 


3.0e-65 


Match length 


142 


% identity 


80 


NCBI Description 


(AC007070) hypothetical protein [Arabia 


Seq. No. 


215663 


Seq. ID 


LIB3147-019-Q1-K1-E3 


Method 


BLASTN 


NLBl CjI 


g J o /.i i o u 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


64 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


215664 


Seq. ID 


LIB3147-019-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


4oo 


E value 


2.0e-43 


Match length 


111 


% identity 


79 


NCBI Description 


(AC004 684) putative ribosomal protein 




thaliana] 


Seq. No. 


215665 


Seq. ID 


LIB3147-019-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2245001 


BLAST score 


313 


E value 


9.0e-29 


Match length 


64 



% identity 

NCBI Description 



92 



(Z97341) similarity to NADH dehydrogenase (ubiquinone) 



30135 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
215666 

LIB3147-019-Q1-K1-E8 

BLASTX 

g548852 

354 

1.0e-33 

82 
79 

40S RIBOSOMAL PROTEIN S21 >gi_4 81227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 


215667 


Seq. ID 


LIB3147-015 


Method 


BLASTX 


NCBI GI 


g4454452 


BLAST score 


461 


E value 


5.0e-46 


Match length 


124 


% identity 


67 


NCBI Description 


(AC006234) 


Seq. No. 


215668 


Seq. ID 


LIB3147-01 


Method 


BLASTX 


NCBI GI 


gll74870 


BLAST score 


273 


E value 


5.0e-24 


Match length 


72 


% identity 


74 


NCBI Description 


UBIQUINOL- 




>gi_633685 




reductase 


Seq. No. 


215669 


Seq. ID 


LIB3147-01 


Method 


BLASTX 


NCBI GI - 


gll43511 


BLAST score 


676 


E value 


3.0e-71 


Match length 


126 



unknown protein [Arabidopsis thaliana] 



(X7 927 4) ubiquinol — cytochrome c 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(Z4707 6) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestica] >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestical 

215670 

LIB3147-019-Q1-K1-F12 

BLASTX 

g3334113 

403 

3.0e-39 

89 

88 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 



30136 




acyl-CoA-binding protein [Gossypium hirsutum] 
215671 

LIB3147-019-Q1-K1-F2 
BLASTX 
g3334230 
301 

2.0e-27 
119 
50 

D-HYDANTOINASE ( DIHYDROPYRIMIDINASE) (DHPASE) >gi_2828803 
(U84197) D-hydantoinase [Pseudomonas putida] 

215672 

LIB3147-019-Q1-K1-F4 
BLASTX 
g2764941 
409 

6.0e-40 

101 
69 

(X98255) transcriptionally stimulated by gibberellms; ^ 
expressed in meri sterna tic region, and style [Arabidopsis 
thaliana] 

Seq. No. 215673 

Seq. ID LIB3147-019-Q1-K1-F6 

Method BLASTX 

NCBI GI g4204300 

BLAST score 145 

E value 5.0e-09 

Match length 99 

% identity 36 t 
NCBI Description (AC003027) Unknown protein [Arabidopsis thaliana] 

Seq. No. 215674 

Seq. ID LIB3147-019-Q1-K1-G1 

Method BLASTX 

NCBI GI gl408471 

BLAST score 540 

E value 3.0e-55 

Match length 119 

% identity 82 

NCBI Description (U48938) actin depolymerizing factor 1 [Arabidopsis 

thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

Seq. No. 215675 

Seq. ID LIB3147-019-Q1-K1-G10 

Method BLASTX 

NCBI GI gl480012 

BLAST score 260 

E value 1.0e-22 

Match length 51 

% identity 96 

NCBI Description (D78492) putative ubiquitin extension protein [Brassica 
rapa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



30137 



Seq. No. 215676 

Seq. ID LIB3147-019-Q1-K1-G11 

Method BLASTX 

NCBI GI g2459426 

BLAST score 165 

E value 2.0e-ll 

Match length 50 

% identity 54 . 

NCBI Description (AC002332) putative splicing factor U2AF large cnai 

[Arabidopsis thaliana] 



Seq. No. 215677 

Seq. ID LIB3147-019-Q1-K1-G12 

Method BLASTX 

NCBI GI g225267 

BLAST score 428 

E value 3.0e-42 

Match length 159 

% identity 54 

NCBI Description ORF 1244 [Nicotiana t aba cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215678 

LIB3147-019-Q1-K1-G2 

BLASTX 

g3044212 

532 

1.0e-60 

148 
84 

(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 
215679 

LIB3147-019-Q1-K1-G3 

BLASTX 

g3135264 

447 

2.0e-44 

119 

71 

(AC003058) unknown protein [Arabidopsis thaliana] 
215680 

LIB3147-019-Q1-K1-G5 

BLASTX 

g4455365 

296 

7.0e-27 

59 
85 

(AL035524) putative protein [Arabidopsis thaliana] 
215681 

LIB3147-019-Q1-K1-G7 

BLASTX 

g3135264 

463 



30138 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-46 

132 

68 

(AC003058) unknown protein [Arabidopsis thaliana] 



215682 

LIB3147-019-Q1-K1-G9 

BLASTX 

g!351359 

287 

1.0e-25 

69 
71 

UBIQUINOL-CYTOCHROME 
(MITOCHONDRIAL HINGE 



C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 

PROTEIN) (CR7) >gi_107 1788_pir S48690 

2.2) UK protein 



ubiquinol — cytochrome-c reductase (EC 1.10 
- potato >gi_488712_emb_CAA55860_ (X79273) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 



Seq. No. 


215683 


Seq. ID 


LIB3147-019-Q1- 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


693 


E value 


2.0e-73 


Match length 


141 


% identity 


97 


NCBI Description 


(AF022389) ADP 


Seq. No. 


215684 


"Seq. ID 


LIB3147-019-Q1 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


240 


E value 


4.0e-20 


Match length 


82 


% identity 


57 


NCBI Description 


(L22305) corC 


Seq. No. 


215685 


Seq. ID 


LIB3147-019-Q1 


Method 


BLASTX 


NCBI GI 


gll73256 


BLAST score 


763 


E value 


2.0e-81 


Match length 


149 


% identity 


97 


NCBI Description 


4 OS RIBOSOMAL 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



PROTEIN S4 >gi_629496__pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

215686 

LIB3147-019-Q1-K1-H2 

BLASTN 

g436031 

52 



30139 



E value 
Match length 
% identity 
NCBI Description 



3.0e-20 

120 

86 

Nicotiana tabacum (TSC40-4) 60S ribosomal protein L34 mRNA, 
complete cds 



Seq. No. 


215687 


Seq. ID 


LIB3147-019-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2746232 


BLAST score 


105 


E value 


3.0e-09 


Match length 


44 


% identity 


75 


NCBI Description 


(AFUo/Uol) glutathione peroxi 


Seq. No. 


215688 


Seq. ID 


LIB3147-019-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2244904 


BLAST score 


186 


E value 


3.0e-14 


Match length 


65 


% identity 


66 


NCBI Description 


(Z97339) similar to hypotheti 




[Arabidopsis thaliana] 


Seq. No. 


215689 


Seq. ID 


LIB3147-019-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3122785 


BLAST score 


457 


E value 


1.0e-45 


Match length 


112 


% identity 


81 



, 7 - Caenorha 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 

215690 

LIB3147-020-Q1-K1-A1 

BLASTX 

g4417280 

537 

5.0e-55 

144 

74 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
215691 

LIB3147-020-Q1-K1-A11 

BLASTX 

g4455174 

322 

8.0e-30 

82 
76 

(AL035521) putative protein [Arabidopsis thaliana] 



30140 



Seq. No. 


215692 


Seq. ID 


LIB3147-020-Q1-K1-A12 


Method 


DT 71 O HP V 

BLAbi a 


NCBI GI 


g2970051 


BLAST score 


526 


E value 


8.0e-54 


Match length 


127 


% identity 


80 


NCBI Description 


(AB012110) ARG10 [Vigr 


Seq. No. 


215693 


Seq. ID 


LIB3147-020-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl31772 


BLAST score 


Jo J 


E value 


6.0e-37 


Match length 


95 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


>gi_82723j?ir_A30097 




maize 


Seq. No. 


215694 


Seq. ID 


LIB3147-020-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3915196 


BLAST score 


308 


E value 


3.0e-28 


Match length 


81 



(CLONE MCH1) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

UBIQUITIN-CONJUGATING ENZYME E2-C (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1493838 (U52949) 
cyclin-specific ubiquitin carrier protein E2-C [Spisula 
solidissima] 

215695 

LIB3147-020-Q1-K1-A5 

BLASTX 

g4417280 

162 

3.0e-ll 

101 
39 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
215696 

LIB3147-020-Q1-K1-A6 

BLASTX 

gl352442 

324 

3.0e-30 

86 
69 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-(IS0)4F 25 KD 
SUBUNIT) (EIF~(ISO)4F P28 SUBUNIT) >gi_1002917 (U34598) p2i 



30141 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215697 

LIB3147-020-Q1-K1-A7 
BLASTX 
g2494034 
223 

2.0e-18 

113 
49 

DIACYLGLYCEROL KINASE 1 
KINASE 1) >gi_2129573__pir 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856 
diacylglycerol kinase [Arabidopsis thaliana] 



DIGLYCERIDE KINASE) (DGK 1) (DAG 
S71467 diacylglycerol kinase - 
" (D63787) 



215698 

LIB3147-020-Q1-K1-A8 

BLASTX 

g3915196 

304 

9.0e-28 

81 
67 

UBIQUITIN-CONJUGATING ENZYME E2-C (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1493838 (U52949) 
cyclin-specific ubiquitin carrier protein E2-C [Spisula 
solidissima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215699 

LIB3147-020-Q1-K1-A9 

BLASTN 

g4102896 

38 

7.0e-13 

46 
96 

Tilia sp 25S ribosomal RNA gene, partial sequence 
215700 

LIB3147-020-Q1-K1-B1 

BLASTX 

g2494034 

690 

6.0e-73 
149 

87 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

215701 

LIB3147-020-Q1-K1-B11 

BLASTX 

g417745 

746 

2.0e-79 



30142 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 
97 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-hoitiocysteine hydrolase [Triticum aestivum] 

215702 

LIB3147-020-Q1-K1-B12 

BLAST X 

gl22007 

233 

2.0e-19 

69 

70 

HISTONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

215703 

LIB3147-020-Q1-K1-B3 

BLASTX 

g294668 

419 

3.0e-41 

111 
75 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 
215704 

LIB3147-020-Q1-K1-B5 

BLASTX 

g2494034 

550 

1.0e-56 

126 
8 3 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_137 47 72_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

215705 

LIB3147-020-Q1-K1-C11 

BLASTX 

g2501460 

152 

7.0e-10 

141 
33 

PROBABLE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE HAUSP 
{UBIQUITIN THIOLESTERASE HAUSP) (UBIQUITIN-SPECIFIC 
PROCESSING PROTEASE HAUSP) (DEUBIQUITINATING ENZYME HAUSP) 
(HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) 
>gi_1545952_emb_CAA96580_ (Z72499) herpesvirus associated 
ubiquitin-specific protease (HAUSP) [Homo sapiens] 
>gi 4507857_ref_NP_003461. l_pUSP7_ Herpes virus-associated 
ubiquitin-specific protease 



30143 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215706 

LIB3147-020-Q1-K1-C3 

BLASTX 

gl350720 

461 

4.0e-46 

111 
78 

60S RIBOSOMAL PROTEIN L32 
215707 

LIB3147-020-Q1-K1-C4 

BLASTX 

gl350720 

300 

3.0e-27 

88 
62 

60S RIBOSOMAL PROTEIN L32 
215708 

LIB3147-020-Q1-K1-C7 

BLASTX 

g3128177 

458 

8.0e-46 

130 
72 

(AC004521) unknown protein [Arabidopsis thaliana] 



215709 

LIB3147-020-Q1-K1-C8 

BLASTX 

gl871199 

173 

2.0e-12 

120 
35 

(U91318) pM5 (3' partial) 



[Homo sapiens] 



215710 

LIB3147-020-Q1-K1-D1 

BLASTX 

g3024127 

656 

5.0e-69 

128 
94 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>giJL655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 



215711 

LIB3147-020-Q1-K1-D2 
BLASTX 



30144 



NCBI GI 


gl07350 


BLAbi score 




E value 


7.0e-16 


Match length 


110 


% identity 


41 


NCBI Description 


Pm5 protein - human >gi_ 




protein [Homo sapiens] 


Seq. No. 


215712 


Seq. ID 


LIB3147-020-Q1-K1-D3 


Method 


BLAST X 


NCBI GI 


gl29245 


BLAST score 


212 


E value 


i . ue— l / 


Match length 


124 


% identity 


42 


NCBI Description 


ORGAN SPECIFIC PROTEIN 




- garden pea >gi_295829 




[Pisum sativum] 


Seq. No. 


215713 


.Seq- ID 


LIB3147-020-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3024122 


BLAST score 


247 


E value 


3.0e-21 


Match length 


97 


% identity 


54 



human >gi_1335273_emb__CAA40655_ (X57398) pm5 



r KNPMP4 protein P4 

(X51594) P4 protein 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



215714 

LIB3147-020-Q1-K1-E12 

BLASTX 

gl917019 

495 

4.0e-50 

120 
82 

(U92045) ribosomal protein S6 RPS6-1 



[Zea mays] 



215715 

LIB3147-020-Q1-K1-E4 

BLASTX 

g419803 

347 

6.0e-33 

85 
80 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

215716 

LIB3147-020-Q1-K1-E7 

BLASTX 

g4185133 



30145 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294 

2.0e-26 

82 

62 

(AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215717 

LIB3147-020-Q1-K1-E8 

BLASTX 

gll72558 

217 

2.0e-17 

72 
58 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819_emb_CAA80988_ (Z25540) Porin [Pisum sativum] 



Seq. No. 


215718 


Seq. ID 


LIB3147-020-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl749596 


BLAST score 


178 


E value 


6.0e-13 


Match length 


44 


% identity 


70 


NCBI Description 


(D89194) similar to Rat ATP citrate-lyase, SW 


Accession Number P16638 [Schizosaccharomyces 


Seq. No. 


215719 


Seq. ID 


LIB3147-020-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4337178 


BLAST score 


518 


E value 


8.0e-53 


Match length 


129 


% identity 


67 


NCBI Description 


(AC006416) T31J12.5 [Arabidopsis thaliana] 


Seq. No. 


215720 


Seq. ID 


LIB314 7-020-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g629728 


BLAST score 


226 


E value 


2.0e-18 


Match length 


72 


% identity 


60 


NCBI Description 


porin I, 36K - potato >gi_107 6680__pir C55364 




pPOM 36.1) - potato mitochondrion >gi_515358_ 




(X80388) 36kDa porin I [Solanum tuberosum] 


Seq. No. 


215721 


Seq. ID 


LIB3147-020-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll72558 



-PROT 



30146 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 

5.0e-15 

67 

58 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819_emb_CAA80988_ (Z25540) Porin [Pisum sativum] 

215722 

LIB3147-020-Q1-K1-F5 

BLASTX 

gl928981 

504 

3.0e-51 

108 
92 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215723 

LIB3147-020-Q1-K1-F9 

BLASTX 

gl24226 

652 

2.0e-68 

131 

92 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_ernb_CAA4 5104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
pi umbag ini f o 1 i a ] 

215724 

LIB3147-020-Q1-K1-G10 

BLASTX 

gl24226 

538 

3.0e-55 

106 
95 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215725 

LIB3147-020-Q1-K1-G12 

BLASTX 

g71498 

361 

2.0e-34 

111 

65 

heat shock protein 17.7 



garden pea 



30147 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



215726 

LIB3147-020-Q1-K1-G2 

BLASTN 

gl67366 

336 

0.0e+00 

371 

97 

Gossypium hirsutum peroxidase mRNA, complete cds 
215727 

LIB3147-020-Q1-K1-G4 

BLASTX 

g4262250 

396 

2.0e-38 

86 

86 

(AC006200) putative aldolase [Arabidopsis thaliana] 
215728 

LIB3147-020-Q1-K1-H7 

BLASTX 

g4512653 

456 

1.0e-45 

119 
74 

(AC007048) unknown protein [Arabidopsis thaliana] 
215729 

LIB3147-021-Q1-K1-A11 

BLASTX 

gll73256 

268 

1.0e-23 

92 

59 

4 OS RIBOSOMAL PROTEIN S4 >gi_6294 96j?ir S4 5026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

215730 

LIB3147-021-Q1-K1-A12 

BLASTX 

gl703380 

536 

2.0e-65 

128 
99 

AD P- RI BO S YLAT I ON FACTOR >gi_l 132 4 8 3_dbj_BAA04 60 7_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

215731 

LIB3147-021-Q1-K1-B10 



30148 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2689631 

304 

2.0e-30 

124 

65 

(AF022389) 



ADP-ribosylation factor [Vigna unguiculata] 



215732 

LIB3147-021-Q1-K1-B11 

BLASTX 

gl350944 

378 

2.0e-36 

80 

95 

4 OS RIBOSOMAL PROTEIN S17 
215733 

LIB3147-021-Q1-K1-C12 

BLASTX 

g!710780 

583 

2.0e-60 

153 
73 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 


215734 


Seq. ID 


LIB3147-021-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3242077 


BLAST score 


468 


E value 


4.0e-47 


Match length 


106 


% identity 


79 


NCBI Description 


(AJ003119) protein phosphatase 


Seq. No. 


215735 


Seq. ID 


LIB3147-021-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3914449 


BLAST score 


430 


E value 


2.0e-62 


Match length 


131 


% identity 


95 


NCBI Description 


2 6S PROTEASE REGULATORY SUBUNIT 



7 (26S PROTEASOME SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 

Seq. No. 215736 

Seq. ID LIB3147-021-Q1-K1-E9 

Method BLASTX 

NCBI GI g267081 

BLAST score 559 



30149 



E value 
Match length 
% identity 
NCBI Description 



9.0e-58 

113 

95 

TUBULIN BETA- 7 CHAIN >gi_320188_pir JQ1591 tubulin beta-7 

chain - Arabidopsis thaliana >gi_166906 (M84704) beta-7 
tubulin [Arabidopsis thaliana] >gi_3980381 (AC004561) 
tubulin beta-7 chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215737 

LIB3147-022-Q1-K1-A1 

BLASTX 

gl35860 

193 

5.0e-15 

86 

55 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gainma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115__ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 

(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 
>qi 445129 prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 


215738 


Seq. ID 


LIB3147-022-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3360289 


BLAST score 


547 


E value 


3.0e-56 


Match length 


141 


% identity 


73 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane prol 




1 [Zea mays] 


Seq. No. 


215739 


Seq. ID 


LIB3147-022-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g!518540 


BLAST score 


611 


E value 


1.0e-63 


Match length 


131 


% identity 


83 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


215740 


Seq. ID 


LIB3147-022-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3912950 


BLAST score 


199 


E value 


1.0e-15 


Match length 


84 


% identity 


58 


NCBI Description 


14-3-3-LIKE PROTEIN E >gi_2689479 (U91726) 14-3- 




[Nicotiana tabacum] 



3 isoform e 



30150 



Seq. No. 


215741 


Seq. ID 


LIB3147-022-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4371282 


BLAST score 




E value 


2.0e-38 


Match length 


90 


% identity 


81 


NCBI Description 


(AC006260) putative 60S 




thaliana] 


Seq. No. 


215742 


Seq. ID 


LIB3147-022-Q1-K1-A5 


Method 


BLASTX 


NCBI bl 


g^c ojz dju 


BLAST score 


356 


E value 


8.0e-34 


Match length 


103 


% identity 


68 


NCBI Description 


(AL021711) putative prot 


Seq. No. 


215743 


Seq. ID 


LIB3147-022-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 




BLAST score 


236 


E value 


1.0e-19 


Match length 


82 


% identity 


56 


NCBI Description 


(L22305) corC [Medicago 


Seq. No. 


215744 


Seq. ID 


LIB3147-022-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g728882 


BLAST score 


216 


E value 


2.0e-17 


Match length 




% identity 


89 


NCBI Description 


ADP-RIBOSYLATION FACTOR 




ADP-ribosylation factor 




>gi_4 5 3 1 9 l_embj3AA5 4 5 6 4_ 




[Arabidopsis thaliana] 


Seq. No. 


215745 


Seq. ID 


LIB3147-022-Q1-K1-B3 


Method 


BLASTX 


NCBI bl 


gi 4 yoiijj 


BLAST score 


513 


E value 


3.0e-52 


Match length 


133 


% identity 


78 


NCBI Description 


(U64436) ribosomal prote 


Seq. No. 


215746 


Seq. ID 


LIB3147-022-Q1-K1-B9 


Method 


BLASTX 



3 >gi_54184 6_pir S41938 

3 - Arabidopsis thaliana 



30151 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3023816 
270 

8.0e-24 

59 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968 996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 


215747 


Seq. ID 


LIB3147-022-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


299 


E value 


4.0e-27 


Match length 


59 


% identity 


95 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 


>gi 968996 (U31676) glyceraldehyde-3-phosphate 




dehydrogenase [Oryza sativa] 


Seq. No. 


215748 


Seq. ID 


LIB3147-022-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4220481 


BLAST score 


255 


E value 


5.0e-22 


Match length 


93 


% identity 


53 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215749 


Seq. ID 


LIB3147-022-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl710585 


BLAST score 


156 


E value 


2.0e-10 


Match length 


70 


% identity 


47 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_114 3507_emb_CAA637 8 6 


(X93587) P0 ribosomal protein [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215750 

LIB3147-022-Q1-K1-C2 

BLASTX 

g4220476 

550 

1.0e-56 

146 

69 

(ACO 06069) ribophorin 



I-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



215751 

LIB314 7-022-Q1-K1-D10 

BLASTX 

gl708236 

272 



30152 



# 



E value 
Match length 
% identity 
NCBI Description 



3.0e-24 

91 

62 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_158 6548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215752 

LIB3147-022-Q1-K1-D11 

BLASTX 

g2497752 

294 

1.0e-26 

96 
59 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



"Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215753 

LIB3147-022-Q1-K1-D2 

BLASTX 

g2497753 

296 

7.0e-27 

84 
58 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215754 

LIB3147-022-Q1-K1-D3 

BLASTX 

g3355468 

366 

4.0e-35 



(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



215755 

LIB3147-022-Q1-K1-D4 

BLASTN 

g3269280 

44 

2.0e-15 

117 

85 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
{ESSAII project) 



30153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215756 

LIB3147-022-Q1-K1-D8 

BLASTX 

g2388564 

170 

4.0e-12 

116 
40 

(AC000098) ESTs gb_AA042402 , gb_ATTS1380 
gene. [Arabidopsis thaliana] 



come from this 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215757 

LIB3147-022-Q1-K1-E1 

BLASTX 

g4090533 

527 

5.0e-54 

114 
89 

(U68215) ACC oxidase [Carica papaya] 
215758 

LIB314 7-022-Q1-K1-E12 

BLASTN 

g3821780 

34 

2.0e-09 

35 
59 

Xenopus laevis cDNA clone 27A6-1 
215759 

LIB3147-022-Q1-K1-E2 

BLASTX 

g3901014 

235 

5.0e-20 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

215760 

LIB3147-022-Q1-K1-E3 

BLASTX 

g3334113 

459 

7.0e-46 

89 
98 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 



215761 

LIB3147-022-Q1-K1-E4 
BLASTX 



30154 



NCBI GI 



g3885515 



BLAST score 


458 


E value 


7.0e-46 


Match length 


90 


% identity 


94 


NCBI Description 


(AF084202) similar to 




sativa] 


Seq. No. 


215762 


Seq. ID 


LIB3147-022-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gi / u / oj / 


BLAST score 


450 


E value 


6.0e-45 


Match length 


117 


% identity 


79 


NCBI Description 


(Y09291) obtusifoliol 




aestivum] 


Seq. No. 


215763 


Seq. ID 


LIB3147-022-Q1-K1-E6 


Method 


BLASTX 


NLbl (jl 




BLAST score 


420 


E value 


2.0e-41 


Match length 


106 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN 




protein L23a [Fritill* 


Seq. No. 


215764 


Seq. ID 


LIB314 7-022-Q1-K1-E7 


Method 


DT 7\ OTV 


NCBI GI 


g4090533 


BLAST score 


409 


E value 


4.0e-40 


Match length 


117 


% identity 


71 


NCBI Description 


(U68215) ACC oxidase 


Seq. No. 


215765 


Seq. ID 


LIB3147-022-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g731651 


BLAST score 


274 


E value 


3.0e-24 


Match length 


143 


% identity 


38 


NCBI Description 


HYPOTHETICAL ALDEHYDE 



similar to ribosomal protein S26 [Medicago 



[Triticum 



[Carica papaya] 



-DEHYDROGENASE LIKE PROTEIN IN 

PUT2-SRB2 INTERGENIC REGION >gi_626608_pir S46746 

hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi_488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 

Method 



215766 

LIB3147-022-Q1-K1-F1 
BLASTX 



30155 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2464914 
241 

1.0e-20 

73 
64 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
215767 

LIB3147-022-Q1-K1-F11 

BLASTX 

gll68410 

474 

1.0e-50 

131 

77 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase ( 

4.1.2.13) - garden pea >gi__927 505_emb_CAA61947_ (X8 9829) 
fructose-1, 6-bisphosphate aldolase [Pisuin sativum] 



EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



215768 

LIB3147-022-Q1-K1-F2 

BLASTX 

gl33867 

412 

2.0e-40 

97 

82 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_224 7 0_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

215769 

LIB3147-022-Q1-K1-F6 

BLASTX 

gl22087 

526 

8.0e-54 

123 
86 

HISTONE H3 >gi_8184 9_pir_ 

- alfalfa >gi_82609_pir 

>gi_19607_emb_CAA31964_ (X13673) 

[Medicago sativa] >gi_19609_emb 
H3 (AA 1-136) [Medicago sativa]" 

(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



_S04520 histone H3 (clone pH3c-l) 
_A26014 histone H3 - wheat 

histone H3 (AA 1-136) 
_CAA31965_ (X13674) histone 
> gi_2 1 7 9 7_emb_CAA2 5 4 5 1_ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215770 

LIB3147-022-Q1-K1-F8 

BLASTX 

g4193388 

234 

8.0e-20 

66 

73 



30156 



NCBI Description 



(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215771 

LIB3147-022-Q1-K1-G10 

BLASTX 

g417103 

676 

3.0e-71 

136 
99 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42 957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4 038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 907 54_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215772 

LIB3147-022-Q1-K1-G5 

BLASTX 

g3953471 

507 

2.0e-51 

107 
85 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215773 

LIB314 7-022-Q1-K1-G6 

BLASTX 

gl346156 

582 

2.0e-60 

128 
86 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481943_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437997__emb_CAA81079_ (Z25860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 



215774 



30157 



Seq. ID 


LIB3147-022-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


goiy oZyo 


BLAST score 


181 


E value 


2.0e-13 


Match length 


93 


% identity 


38 


NCBI Description 


(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 


Seq. No. 


215775 


Seq. ID 


LIB3147-022-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gzloUioo 


BLAST score 


197 


E value 


4.0e-15 


Match length 


100 


% identity 


44 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana] 


Seq. No. 


215776 


Seq. ID 


LIB3147-022-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g30 fbo91 


BLAST score, 


369 


E value 


5.0e-40 


Match length 


140 


% identity 


62 


NCBI Description 


(AC004484) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215777 


Seq. ID 


LIB3147-022-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl351987 


BLAST score 


234 


E value 


1.0e-19 


Match length 


o4 


% identity 


67 


NCBI Description 


ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 




(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi__507946 




(L29083) glutamine-dependent asparagine synthetase 




[Arabidopsis thaliana] 


Seq. No. 


215778 


Seq. ID 


LIB3147-022-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl469930 


BLAST score 


352 


E value 


2.0e-33 


Match length 


74 


% identity 


96 


NCBI Description 


(U48777) fiber-specific acyl carrier protein [Gossypium 




hirsutum] 


Seq. No. 


215779 


Seq. ID 


LIB3147-022-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2492952 



30158 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



558 

2.0e-57 

134 
75 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHQSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 

precursor - tomato >gi_4104 82_emb_CAA7 9859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



Seq. No. 


215780 


Seq. ID 


LIB3147-022-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


ia An n 1 

g3098571 


BLAST score 


268 


E value 


1.0e-23 


Match length 


124 


% identity 


42 


NCBI Description 


(AF04 9028) BURP domain containing protein [Bras 


Seq. No. 


215781 


Seq. ID 


LIB3147-022-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


460 


E value 


5. Oe-46 


Match length 


135 


% identity 


65 


NCBI Description 


(Y09113) dioxygenase [Marah macrocarpus] 


Seq. No. 


215782 


Seq. ID 


LIB3147-023-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gll84123 


BLAST score 


168 


E value 


8 . 0e-12 


Match length 


61 


% identity 


54 


NCBI Description 


(U20809) auxin-induced protein [Vigna radiata] 


Seq. No. 


215783 


Seq. ID 


LIB3147-023-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


424 


E value 


7.0e-42 


Match length 


101 


% identity 


79 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi 82722 pir S16577 


protein Sll - maize >gi_2247 0_emb_CAA394 38_ (X5 




ribosomal protein Sll [Zea mays] 


Seq. No. 


215784 


Seq. ID 


LIB3147-023-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


589 



30159 



E value 
Match length 
% identity 
NCBI Description 



4.0e-61 

127 

85 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_2247 0_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 


215785 


Seq. ID 


LIB3147-023-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g441457 


BLAST score 


517 


E value 


6.0e-53 


Match length 


99 


% identity 


96 


NCBI Description 


(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 




esculentum] 


Seq. No. 


215786 


Seq. ID 


LIB3147-023-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


401 


E value 


2.0e-39 


Match length 


84 


% identity 


93 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


215787 


Seq. ID 


LIB3147-023-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


50 


% identity 


62 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 




40S ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


215788 


Seq. ID 


LIB3147-023-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2494320 


BLAST score 


207 


E value 


2.0e-16 


Match length 


128 


% identity 


41 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 




>gi 1806575 emb_CAA67868_ (X99517) Eukaryotic initiation 




factor-5 [Zea mays] 


Seq. No. 


215789 


Seq. ID 


LIB314 7-023-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl945611 


BLAST score 


270 


E value 


9.0e-24 



30160 



Match length 

% identity 

NCBI Description 



102 
49 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



Seq. No. 


215790 


Seq. ID 


LIB3147-023-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


618 


E value 


1.0e-64 


Match length 


124 


% identity 


56 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


215791 


Seq. ID 


LIB3147-023-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll74498 


BLAST score 


142 


E value 


1.0e-08 


Match length 


51 


% identity 


53 


NCBI Description 


SYNAPTOBREVIN-RELATED PROTEIN >gi 600710 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



called HAT 2 4 ; synaptobrevin-related protein [Arabidopsis 
thaliana] 

215792 

LIB314 7-023-Q1-K1-C11 

BLASTX 

gll69534 

624 

3.0e-65 

148 

84 

ENOLASE ( 2 -PHOSPHOGLYCERATE DEHYDRATASE) 

( 2 - PHOS PHO- D-GL YCERATE H YDRO-L YASE ) >gi_5 4201 9__pi r S 3 9203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 33609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 
Method 
NCBI GI 



215793 

LIB3147-023-Q1-K1-C12 

BLASTX 

g3334113 

383 

6.0e-37 

89 
82 

ACYL-COA-BINDING PROTEIN (ACBP) >gi__1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

215794 

LIB3147-023-Q1-K1-C3 

BLASTX 

g3142296 



30161 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

2.0e-20 

86 
57 

(AC002411) Contains similarity to hypothetical 
mitochondrial import receptor subunit gb_Z98597 from S. 
pombe. ESTs gb_T45575 and gb_Z26435 and gb_AA394576 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215795 

LIB3147-023-Q1-K1-C5 

BLASTX 

g4191782 

207 

2.0e-16 

101 

48 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215796 

LIB3147-023-Q1-K1-C9 

BLASTX 

g3287826 

301 

2.0e-27 

69 
90 

(+) -DELTA-CADINENE SYNTHASE ISOZYME C2 (D-CADINENE 
SYNTHASE) >gi_2 87 984 l_emb_CAA7 6223 . 1_ (Y16432) 
(+) -delta-cadinene synthase [Gossypium arboreum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215797 

LIB314 7-023-Q1-K1-D1 

BLASTX 

g2879811 

537 

5.0e-55 

111 

92 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 



Seq. No. 215798 

Seq. ID LIB3147-023-Q1-K1-D7 

Method BLASTX 

NCBI GI gll71978 

BLAST score 152 

E value 5.0e-10 

Match length 7 3 

% identity 41 

NCBI Description POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2 911051_emb_CAA175 61_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 215799 

Seq. ID LIB3147-023-Q1-K1-E10 
Method BLASTX 



30162 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2286153 
627 

1.0e-65 

145 

83 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
215800 

LIB3147-023-Q1-K1-E11 

BLASTX 

g2879811 

467 

8.0e-47 

95 

91 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
215801 

LIB3147-023-Q1-K1-E5 

BLASTX 

g2642215 

159 

9.0e-ll 

45 
71 

(AF030386) NOI protein [Arabidopsis thaliana] 
215802 

LIB3147-023-Q1-K1-E6 

BLASTX 

g3688170 

309 

3.0e-28 

70 
74 

(AL031804) putative protein [Arabidopsis thaliana] 
215803 

LIB3147-023-Q1-K1-E7 

BLASTX 

gl408471 

394 

2.0e-38 

124 
62 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215804 

LIB3147-023-Q1-K1-E9 

BLASTX 

gl351279 

400 

2.0e-39 
139 



30163 



# 



NCBI Description 



TRIOSEPHOS PHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb__CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215805 

LIB3147-023-Q1-K1-F2 

BLASTX 

g4103635 

187 

6.0e-14 

75 
48 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
215806 

LIB3147-023-Q1-K1-F5 

BLASTX 

g4427003 

289 

6.0e-26 

89 

60 

(AF127664) NBD-like protein [Arabidopsis thaliana] 
215807 

LIB3147-023-Q1-K1-F6 

BLASTN 

g2244991 

34 

1.0e-09 

70 
87 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

215808 

LIB3147-023-Q1-K1-F8 

BLASTX 

g4234768 

467 

7 ,0e-47 

87 
87 

(AF069468 ) sterol-C5-desaturase [Arabidopsis thaliana] 
215809 

LIB3147-023-Q1-K1-F9 

BLASTN 

g4234767 

35 

4 .0e-10 

83 
86 

Arabidopsis thaliana sterol-C5-desaturase gene, complete 
cds 



Seq. No. 



215810 



30164 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-023-Q1-K1-G10 

BLAST X 

gl762947 

231 

3.0e-19 

70 
63 

(U66270) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 


215811 


Seq. ID 


LIB3147-023-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g485514 


BLAST score 


247 


E value 


4 . ue z i 


Match length 


110 


% identity 


49 


NCBI Description 


ADR11-2 protein - soybean (fragment) 




>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 




[Glycine max] 


Seq. No. 


215812 


Seq. ID 


LIB3147-023-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


417 


E value 


6.0e-41 


Match length 


13 I 


% identity 


61 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


215813 


Seq. ID 


LIB314 7-023-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


543 


E value 


7.0e-56 


Match length 


114 


% identity 


96 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shoe 




protein 82 - rice (strain Taichung Native One) 




>gi 20256 emb CAA77978 (Z11920) heat shock protein 82 




(HSP82) [Oryza sativa] 


Seq. No. 


215814 


Seq. ID 


LIB314 7-023-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


579 


E value 


4.0e-60 


Match length 


114 


% identity 


96 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


215815 


Seq. ID 


LIB314 7-024-Q1-K1-A1 



30165 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl350680 

501 

7.0e-51 

115 
81 

60S RIBOSOMAL PROTEIN LI 
215816 

LIB3147-024-Q1-K1-A12 

BLASTX 

g643469 

190 

3.0e-14 

49 
71 

(U19886) unknown [Lycopersicon esculentum] 
215817 

LIB314 7-024-Q1-K1-A2 

BLASTX 

g584711 

583 

2.0e-60 

131 
85 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) >gi_629707_pir_S42561 
1-aminocyclopropane-l-carboxylate oxidase - garden petunia 
>gi_347417 (L21978) 1-aminocyclopropane-l-carfooxylate 
oxidase [Petunia hybrida] 

215818 

LIB3147-024-Q1-K1-A3 

BLASTX 

g3193303 

353 

2.0e-33 

98 

69 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215819 

LIB3147-024-Q1-K1-B1 

BLASTX 

gl350984 

266 

2.0e-23 

63 
86 

40S RIBOSOMAL PROTEIN S3A >gi_4 69248 (L31645) ribosomal 
protein S3a [Helianthus annuus] 



Seq. No. 



215820 



30166 



Seq. ID 


LIB3147-024-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


495 


E value 


o . ue-ou 


Match length 


107 


% identity 


87 


NCBI Description 


(D26058) This gene is specifically expressed at the S 




during the cell cycle in the synchronous culture of 




periwinkle cells. [Catharanthus roseus] 


Seq. No. 


215821 


Seq. ID 


LIB3147-024-Q1-K1-B2 


Method 


BLASTX 




g4 uuoo y o 


BLAST score 


676 


E value 


3.0e-71 


Match length 


148 


% identity 


80 


NCBI Description 


(Z997 08) aminopeptidase-like protein [Arabidopsis thai 


Seq. No. 


215822 


Seg. ID 


LIB314 7-024-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl709794 


BLAST score 


370 


E value 


9.0e-36 


Match length 


100 


% identity 


71 


NCBI Description 


26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN 



phase 



BINDING PROTEIN) >gi_1165206 (U33269) MBP1 [Arabidopsis 
thaliana] >gi__4 467150_emb_CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBP1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215823 

LIB314 7-024-Q1-K1-B8 

BLASTN 

g2645198 

42 

3.0e-14 

81 
94 

Arabidopsis thaliana chromosome I BAC T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



215824 

LIB3147-024-Q1-K1-C10 

BLASTX 

g3121848 

431 

2.0e-45 

100 
55 

CALMODULIN >gi_1835521 
annuum] 



(U83402) calmodulin [Capsicum 



30167 



Seq. No. 


215825 


Seq. ID 


LIB3147-024-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


glUUo yu4 


BLAST score 


668 


E value 


2.0e-70 


Match length 


129 


% identity 


88 


NCBI Description 


(L43094) xyloglucan endotransglycosylase [ r 


Seq. No. 


215826 


Seq. ID 


LIB3147-024-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


01 o 


E value 


2.0e-29 


Match length 


90 


% identity 


72 


NCBI Description 


(AL023094) Nonclathrin coat protein gamma 




[Arabidopsis thaliana] 


Seq. No. 


215827 


Seq. ID 


LIB3147-024-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


goOUoyol 


BLAST score 


389 


E value 


1.0e-37 


Match length 


136 ' 


% identity 


54 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


Seq. No. 


215828 


Seq. ID 


LIB3147-024-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3860250 


BLAST score 


675 


E value 


4.0e-71 


Match length 


153 


% identity 


83 


NCBI Description 


(AC005824) putative chloroplast prephenate 




[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215829 

LIB3147-024-Q1-K1-D2 

BLASTX 

g2829899 

295 

1.0e-26 

116 

48 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp__X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



215830 

LIB314 7-024-Q1-K1-D4 
BLASTN 



30168 



NCBI GI 


g4545261 


JjijrlO J. SCOJ-S 


91 Q 
3 ± z? 


E value 


1.0e-179 


Match length 


367 


% identity 


97 


NCBI Description 


Gossypium hirsutum metallothionein-like protein mRNA, 




complete cds 


Seq. No. 


215831 


Seq. ID 


LIB3147-024-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


375 


E value 


o . Ue- ob 


Match length 


98 


% identity 


77 


NCBI Description 


HISTONE H2A >gi 100161 pir S11498 histone H2A - pars 




>gi_2044 8_emb_CAA37828_ (X53831) H2A histone protein 




- 149) [Petroselinum crispum] 


Seq. No. 


215832 


Seq. ID 


LIB3147-024-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


™ tz o n c\ r o 

gooo9o3 


BLAST score 


264 


E value 


6.0e-23 


Match length 


69 


% identity 


78 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


215833 


Seq. ID 


LIB3147-024-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g584795 


BLAST score 


1 A A 

144 


E value 


6.0e-09 


Match length 


51 


% identity 


59 


NCBI Description 


PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) >gi_170295 (M8 




plasma membrane H+ ATPase [Nicotiana plumbaginif olia] 


Seq. No. 


215834 


Seq. ID 


LIB3147-024-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2924518 


BLAST score 


148 


E value 


7.0e-10 


Match length 


54 


% identity 


50 


NCBI Description 


(AL022023) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



215835 

LIB3147-024-Q1-K1-E6 

BLASTX 

gll9354 

561 

8.0e-58 



30169 



Match length 


126 


x> JL Utrl 1 L -L L y 




NCBI Description 


ENOLASE { 2-PH0SPH0GLYCERATE DEHYDRATASE) 


(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 




phosphopyruvate hydratase (EC 4.2.1.11) - tomato 




>gi_19281__emb_CAA41115_ (X58108) enolase [Lycopersicon 




esculentum] 


Seq. No. 


215836 


Seq. ID 


LIB3147-024-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g98837 




± O £. 


E value 


2.0e-13 


Match length 


116 


% identity 


38 


NCBI Description 


enantiomer-selective amidase - Rhodococcus sp >gi_152052 




(M74531) enantiomerase-selective amidase [Rhodococcus sp.] 


Seq. No. 


215837 


Seq. ID 


LIB3147-024-Q1-K1-E8 


Method 


BLASTX 




giQuo d jo 


BLAST score 


180 


E value 


3.0e-13 


Match length 


55~ 


% identity 


60~ 


NCBI Description 


(Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 


Seq. No. 


215838 


Seq. ID 


LIB3147-024-Q1-K1-E9 


Method 


BLASTX 


NUnl bl 


gzoi / yuo 


BLAST score 


364 


E value 


9.0e-35 


Match length 


110 


% identity 


69 


NCBI Description 


(U89959) bZIP-like protein [Arabidopsis thaliana] 


Seq. No. 


215839 


Seq. ID 


LIB3147-024-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g283039 


DT ACT 1 cpavq 


A 1 Q 


E value 


3.0e-48 


Match length 


130 


% identity 


72 


NCBI Description 


gene iojap protein - maize >gi_2234 9_emb_CAA7 8 7 7 2_ (Z15063) 




putative iojap protein [Zea mays] 


Seq. No. 


215840 


Seq. ID 


LIB3147-024-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4510346 


BLAST score 


311 


E value 


2.0e-28 


Match length 


77 



30170 



% identity 


78 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


215841 


Seq. ID 


LIB314 7-024-Q1-K1-F6 


Method 


BLASTX 


NPRT (IT 


a41 1 S^77 


BLAST score 


323 


E value 


7.0e-30 


Match length 


125 


% identity 


46 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215842 


Seq. ID 


LIB314 7-024-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2130080 


BLAST score 


170 


E value 


4 .Oe-12 


Match length 


50 


% identity 


66 


NCBI Description 


Nrampl protein - rice >gi 1470320 bbs 177441 (S81897) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

215843 

LIB314 7-024-Q1-K1-G1 

BLASTX 

g4262149 

271 

7.0e-24 

74 
59 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

215844 

LIB3147-024-Q1-K1-G12 

BLASTX 

g544426 

157 

2.0e-10 

36 
83 

GLYCINE-RICH RNA-BINDING PROTEIN >gi_100155_pir S14857 

glycine-rich protein - carrot >gi__18347_emb_CAA41152_ 
(X58146) glycine-rich protein [Daucus carota] 
>gi_445138_prf 1908438A Gly-rich protein [Daucus carota] 

215845 

LIB3147-024-Q1-K1-G5 

BLASTX 

gl071913 

243 

3.0e-21 



30171 



€1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



67 
70 

cysteine synthase (EC 4.2.99.8) C precursor , mitochondrial 
- spinach >gi_1066153__dbj_BAA07177__ (D37963) cysteine 
synthase [Spinacia oleracea] 

215846 

LIB3147-024-Q1-K1-G7 

BLASTN 

g531251 

34 

2.0e-09 

77 
96 

Apple mitochondrial atp9 gene for FO-ATPase subunit 9 
(complete cds) and nad5 gene for NADH dehydrogehase subunit 
5 (exon a and b) 

215847 

LIB3147-024-Q1-K1-G8 

BLASTX 

g2072626 

502 

7.0e-51 

136 
74 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi_3281856_emb_CAA19751_ (AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

215848 

LIB3147-024-Q1-K1-H1 

BLASTX 

g3915826 

387 

2.0e-37 

110 
64 

60S RIBOSOMAL PROTEIN L5 
215849 

LIB3147-024-Q1-K1-H10 

BLASTX 

g322750 

618 

2.0e-64 

125 
96 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

215850 

LIB3147-024-Q1-K1-H12 

BLASTX 

g4107099 

374 



30172 



E value 
Match length 
% identity 
NCBI Description 



7.0e-36 

95 
75 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 


215851 




Seq. ID 


LIB3147-024 


-Q1-K1-H3 


Method 


BLASTX 




NCBI GI 


g3152566 




BLAST score 


451 




E value 


6.0e-45 




Match length 


138 




% identity 


64 




NCBI Description 


(AC002986) 


Similar to hypothetical protein YLR002c, 




gb Z7314 from S. cerevisiae. [Arabidopsis thaliana] 


Seq. No. 


215852 




Seq. ID 


LIB3147-024 


-Q1-K1-H4 


Method 


BLASTX 




NCBI GI 


g2459429 




BLAST score 


261 




E value 


8.0e-23 




Match length 


88 




% identity 


57 




NCBI Description 


(AC002332) 


unknown protein [Arabidopsis thaliana] 


Seq. No. 


215853 




Seq. ID 


LIB3147-024 


-Q1-K1-H7 


Method 


BLASTX 




NCBI GI 


g2213877 




BLAST score 


672 




E value 


9.0e-71 




Match length 


139 




% identity 


91 




NCBI Description 


(AF003197) 


glutamine synthetase [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215854 

LIB3147-024-Q1-K1-H8 

BLASTX 

g231683 

276 

9.0e-25 

77 

68 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq. No. 215855 

Seq. ID LIB3147-026-Q1-K1-A2 

Method BLASTX 

NCBI GI gl769907 

BLAST score 305 

E value 5.0e-28 



30173 



Match length 

% identity 

NCBI Description 



92 
61 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215856 

LIB3147-026-Q1-K1-A5 

BLASTX 

gl778145 

230 

6.0e-19 

72 

67 

(U66402) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

215857 

LIB3147-026-Q1-K1-A6 

BLASTX 

g3318611 

294 

2.0e-26 

59 
97 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215858 

LIB3147-026-Q1-K1-A7 

BLASTX 

g2529662 

265 

1.0e-23 

77 

70 

(AC002535) putative small nuclear ribonucleoprotein 7 Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215859 

LIB3147-026-Q1-K1-B1 

BLASTX 

g2529662 

518 

7.0e-53 

107 
94 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



215860 

LIB3147-02 6-Q1-K1-B10 

BLASTX 

g266398 



30174 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198 

2.0e-15 

84 
50 

TRYPS IN/FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68 84 9_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi__22327__emb_CAA37 998_ 
(X54 064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215861 

LIB3147-026-Q1-K1-B2 

BLASTX 

gll74592 

636 

1.0e-66 

128 
99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215862 

LIB3147-026-Q1-K1-B3 

BLASTX 

g2306917 

352 

9.0e-43 

103 

90 

(AF003728) 
thaliana] 



plasma membrane intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215863 

LIB3147-02 6-Q1-K1-B6 

BLASTX 

g2511594 

535 

7.0e-55 

121 

83 

(Y13694) mult i catalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_embj3AA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215864 

LIB3147-026-Q1-K1-B7 

BLASTX 

g2662377 

358 

6.0e-34 

151 
47 

(D89063) oligosaccharyltransferase [Mus musculus] 



30175 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215865 

LIB3147-026-Q1-K1-B9 

BLASTX 

g266398 

193 

6.0e-15 

78 
50 

TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb__CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 


215866 


Seq. ID 


LIB314 7-02 6-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g336392 


BLAST score 


375 


E value 


6.0e-36 


Match length 


143 


% identity 


58 


NCBI Description 


(J05215) ribosomal protein 


Seq. No. 


215867 


Seq. ID 


LIB3147-02 6-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl33815 


BLAST score 


211 


E value 


6.0e-17 


Match length 


111 


% identity 


43 


NCBI Description 


30S RIBOSOMAL PROTEIN S17, 



>gi_71011_pir R3MU17 ribosomal protein S17 precursor, 

chloroplast - Arabidopsis thaliana >gi_16503_emb_CAA77502_ 
(Z11151) Plastid ribosomal protein CS17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215868 

LIB3147-026-Q1-K1-C2 

BLASTX 

g2865623 

539 

2.0e-55 

121 

83 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase- 4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215869 

LIB3147-02 6-Q1-K1-C3 

BLASTX 

g3582333 

228 

8.0e-19 

144 
38 



30176 



NCBI Description 



(AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215870 

LIB3147-026-Q1-K1-D1 

BLASTX 

g3135611 

173 

2.0e-12 

55 
56 

(AF062485) cellulose synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215871 

LIB3147-026-Q1-K1-D11 

BLASTX 

gl222552 

327 

2.0e-30 

125 

56 

(U49330) pectin methylesterase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215872 

LIB3147-026-Q1-K1-D12 

BLASTX 

gl222552 

326 

2.0e-30 

108 
62 

(U49330) pectin methylesterase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215873 

LIB3147-026-Q1-K1-D3 

BLASTX 

g4090533 

537 

5.0e-55 

142 

75 

(U68215) ACC oxidase [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215874 

LIB314 7-02 6-Q1-K1-D4 

BLASTX 

g3201617 

398 

7.0e-39 

112 

60 

(AC004669) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



215875 

LIB3147-02 6-Q1-K1-D6 

BLASTX 

g2119045 

333 



30177 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

114 

60 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No. 


215876 


Seq. ID 


LIB3147-026-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


142 


E value 


8.0e-09 


Match length 


40 


% identity 


72 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase 


Seq. No. 


215877 


Seq. ID 


LIB3147-026-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2493495 


BLAST score 


285 


E value 


2.0e-25 


Match length 


81 


% identity 


70 


NCBI Description 


SERINE CARBOXY PEPTIDASE -LIKE >gi 



[Lycopersicon esculentum] 



carboxypeptidase - garden pea (fragment) 
>gi_108 9904_emb_CAA92216_ (Z 68 130) carboxypeptidase [Pi sum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 


215878 


Seq. ID 


LIB3147-026-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2160180 


BLAST score 


205 


E value 


4.0e-16 


Match length 


46 


% identity 


76 


NCBI Description 


(AC000132) No definition line found [Arabidopsis 


Seq. No. 


215879 


Seq. ID 


LIB3147-026-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl052973 


BLAST score 


432 


E value 


1.0e-42 


Match length 


109 


% identity 


75 


NCBI Description 


(U37838) fructokinase [Beta vulgaris] 


Seq. No. 


215880 


Seq. ID 


LIB314 7-026-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


334 


E value 


4 .Oe-44 



30178 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
82 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

215881 

LIB3147-026-Q1-K1-E7 

BLASTX 

gll72817 

294 

2.0e-40 

139 

71 

60S RIBOSOMAL PROTEIN L11B (L16B) >gi_55054 7_emb_CAA57 396_ 
(X81800) ribosomal protein LI 6 [Arabidopsis thaliana] 
>gi_4539392__emb_CAB37458.1_ (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215882 

LIB3147-026-Q1-K1-E8 

BLASTX 

g602586 

213 

3.0e-17 

84 
48 

(X8322 9) 1-amniocyclopropane-l- 
[Nicotiana tabacum] 



■carboxylate oxidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215883 

LIB3147-026-Q1-K1-F11 

BLASTX 

g2507055 

179 

4.0e-13 

124 

32 

LIN-10 PROTEIN >gi_3879271_emb_CAB00051_ (Z75713) similar 
to LIN-10 protein; cDNA EST yk273f3.3 comes from this gene; 
cDNA EST yk273f3.5 comes from this gene; cDNA EST yk480bl.3 
comes from this gene; cDNA EST yk480bl.5 comes from this 
gene [Caenorhabditis elegans] 

215884 

LIB3147-026-Q1-K1-F2 

BLASTX 

gl439609 

380 

2.0e-50 

111 

97 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



30179 



Seq. No. 


215885 


Seq. ID 


LIB3147-026-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl439609 


dL/io i score 


DUl 


E value 


1.0e-62 


Match length 


123 


% identity 


55 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein 




hirsutum] 


Seq. No. 


215886 


Seq. ID 


LIB3147-026-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gz / DUO J / 


BLAST score 


282 


E value 


2.0e-28 


Match length 


136 


% identity 


49 


NCBI Description 


(AC003105) putative cytochrome P450 [Arabi 


Seq. No. 


215887 


Seq. ID 


LIB3147-026-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g428999 


BLAST score 


oz. 


E value 


1.0e-08 


Match length 


60 


% identity 


88 


NCBI Description 


Rice mRNA for ribosomal protein L18a (gene 




partial cds 


Seq. No. 


215888 


Seq. ID 


LIB3147-026-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gzzloolU 


BLAST score 


221 


E value 


5.0e-18 


Match length 


108 


% identity 


43 


NCBI Description 


(AC000103) F21J9.4 [Arabidopsis thaliana] 


Seq. No. 


215889 


Seq. ID 


LIB3147-026-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


giuuy 


BLAST score 


124 


E value 


9.0e-ll 


Match length 


128 


% identity 


34 


NCBI Description 


zein precursor - maize 


Seq. No. 


215890 


Seq. ID 


LIB3147-026-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


152 



30180 



E value 
Match length 
% identity 
NCBI Description 



2.0e-10 

75 
45 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215891 

LIB3147-026-Q1-K1-G4 

BLASTX 

g4406780 

586 

9.0e-61 

143 

75 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

215892 

LIB3147-026-Q1-K1-G9 

BLASTX 

g72307 

282 

5.0e-25 

141 
49 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

215893 

LIB3147-026-Q1-K1-H1 

BLASTN 

g!8731 

44 

2.0e-15 

164 

85 

Soybean RPB1-B1 gene for the largest subunit of RNA 
polymerase II (EC 2.7.7.6) 



215894 

LIB3147-026-Q1-K1-H11 

BLASTX 

gl076820 

371 

6.0e-36 

87 
86 

phosphoglycerate mutase 



(EC 5.4.2.1) - maize 



215895 

LIB3147-026-Q1-K1-H2 

BLASTX 

g3135611 

214 

3.0e-17 

48 
79 



30181 



€1 



NCBI Description (AF062485) cellulose synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215896 

LIB3147-026-Q1-K1-H3 

BLASTX 

g549060 

421 

2.0e-41 

128 

62 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656__pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215897 

LIB3147-026-Q1-K1-H5 

BLASTX 

g541967 

194 

8.0e-18 

83 
64 

glycine 
>gi_4 07 



cleavage system protein T precursor - garden pea 
475 emb CAA52800 (X74793) T-protein of the glycine 



decarboxylase complex [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215898 

LIB314 7-02 6-Q1-K1-H7 

BLASTX 

g3128228 

421 

1.0e-41 

96 
81 

(AC004077) 
thaliana] 



putative ribosomal protein L18A [Arabidopsis 
>gi_3337376 (AC004481) putative ribosomal protein 



L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215899 

LIB3147-026-Q1-K1-H8 

BLASTX 

gl00424 

588 

5.0e-61 

132 
53 

ADP,ATP carrier protein precursor 



potato 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215900 

LIB3147-026-Q1-K1-H9 

BLASTX 

gl41603 

316 

3.0e-29 

105 
68 



30182 



NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311 pir ZIZM2 19K zein precursor (clone A20) - 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq. No. 


215901 


Seq. ID 


LIB3147-027-Q1-K1-A1 


Method 


BLASTX 


LSI \s LJ ± Ol 


rr99 691 Of! 


BLAST score 


263 


E value 


2.0e-23 


Match length 


61 


% identity 


84 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215902 


Seq. ID 


LIB3147-027-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3334113 


SDxjJr\0 x O^UIC 


4 66 

*i VJ U 


E value 


1.0e-46 


Match length 


89 


% identity 


100 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 




acyl-CoA-binding protein [Gossypium hirsutum] 


Seq. No. 


215903 


Seq. ID 


LIB3147-027-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g3399678 


oj_ii-io i score 


D J 


E value 


7.0e-27 


Match length 


283 


% identity 


81 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


215904 


Seq. ID 


LIB3147-027-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4185509 


oi_iAo i score 




E value 


7.0e-33 


Match length 


87 


% identity 


76 


NCBI Description 


(AF102821) actin depolymerizing factor 3 [Arabidopsis 




thaliana] 


Seq. No. 


215905 


Seq. ID 


LIB3147-027-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2244904 


BLAST score 


450 


E value 


9.0e-45 


Match length 


134 


% identity 


22 



maize 



NCBI Description 



(Z97339) similar to hypothetical protein C02F5.7 
[Arabidopsis thaliana] 



Caenorha 



30183 



Seq. No. 


215906 


Seq. ID 


LIB3147-027-Q1-K1-B2 


Method 


BLASTX 


NLB1 CjI 


gzz oz i / j 


BLAST score 


429 


E value 


7.0e-57 


Match length 


134 


% identity 


89 


NCBI Description 


(AC002329) NADPH thioredoxin reductase [Arabidopsis 




thaliana] 


Seq. No. 


215907 


Seq. ID 


LIB3147-027-Q1-K1-B6 


Method 


DT QTY 
£5 h±\o 1 A 


NCBI GI 


g4539327 


BLAST score 


390 


E value 


9.0e-38 


Match length 


130 


% identity 


63 


NCBI Description 


(AL035679) putative proton pump [Arabidopsis thaliana] 


Seq. No. 


215908 


Seq. ID 


LIB3147-027-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


~o on c n 

gz 98zz59 


BLAST score 


484 


E value 


9.0e-49 


Match length 


142 


% identity 


59 


NCBI Description 


(AF051212) probable 60s ribosomal protein L13a [Picea 




mariana] 


Seq. No. 


215909 


Seq. ID 


LIB3147-027-Q1-K1-C5 


Metnod 


"DT 7\ 0 rp V 


NCBI GI 


g4160280 


BLAST score 


251 


E value 


1.0e-21 


Match length 


70 


% identity 


63 


NCBI Description 


(AJ006224) purple acid phosphatase [Ipomoea batatas] 


Seq. No. 


215910 


Seq. ID 


LIB3147-027-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3335337 * 


BLAST score 


340 


E value 


6.0e-32 


Match length 


107 



% identity 64 

NCBI Description (AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712 f gb_Z30713, gb__Z26204, gb_N37975 and gb_N96330 
come from this gene 



30184 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215911 

LIB3147-027-Q1-K1-D12 

BLASTX 

g3717946 

282 

4.0e-25 

94 

63 

(AJ005901) vagi [Arabidopsis thaliana] 
215912 

LIB3147-027-Q1-K1-D3 

BLASTX 

g4531444 

218 

1.0e-33 

114 

64 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
215913 

LIB3147-027-Q1-K1-D4 

BLASTX 

g3873408 

176 

1.0e-12 

53 
64 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215914 

LIB3147-027-Q1-K1-D9 

BLASTX 

g2160322 

539 

3.0e-55 

107 

93 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

215915 

LIB3147-027-Q1-K1-E11 

BLASTX 

g3510259 

339 

4.0e-51 

124 

74 

(AC005310) putative inorganic pyrophosphatase [Arabidopsis 
thaliana] >gi_3522960 (AC004411) putative inorganic 
pyrophosphatase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



215916 

LIB3147-027-Q1-K1-E12 
BLASTX 



30185 



NCBI GI 


g4204313 


Diji-io j. score 




E value 


1.0e-50 


Match length 


139 


% identity 


77 


NCBI Description 


(AC003027) lcl_prt_seq No def initio 




[Arabidopsis thaliana] 


Seq. No. 


215917 


Seq. ID 


LIB3147-027-Q1-K1-E2 


Method 


BLASTX 




gi / / iioo 


BLAST score 


268 


E value 


2.0e-23 


Match length 


103 


% identity 


52 


NCBI Description 


(Y07861) MFP1 protein [Lycopersicon 


Seq. No. 


215918 


Seq. ID 


LIB3147-027-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl731146 


BLAST score 


238 


E value 


5.0e-20 


Match length 


102 


% identity 


46 


NCBI Description 


HYPOTHETICAL 42.1 KD PROTEIN ZK1307 




>gi_3881615_emb_CAA8 7 435_ (Z47358) 




[Caenorhabditis elegans] 



found 



9 IN CHROMOSOME III 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215919 

LIB3147-027-Q1-K1-E7 

BLASTX 

gll70898 

465 

1.0e-46 

129 
78 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383__ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215920 

LIB3147-027-Q1-K1-E8 

BLASTX 

gl24224 

266 

3.0e-23 

52 

98 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 



215921 



30186 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-027-Q1-K1-E9 

BLASTX 

gl731146 

273 

2.0e-24 

97 
56 

HYPOTHETICAL 42.1 KD PROTEIN ZK1307.9 IN CHROMOSOME III 
>gi_3881615_emb_CAA87435_ (Z47358) similar to YJU2 protein 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215922 

LIB3147-027-Q1-K1-F11 

BLASTX 

g464621 

427 

4.0e-42 

132 
64 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_28 037 4_pir S2858* 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215923 

LIB3147-027-Q1-K1-F12 

BLASTX 

g3176668 

389 

2.0e-51 

123 

85 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


215924 


Seq. ID 


LIB3147-027-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


188 


E value 


4.0e-14 


Match length 


89 


% identity 


48 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago 


Seq. No. 


215925 


Seq. ID 


LIB3147-027-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3779024 


BLAST score 


509 


E value 


1.0e-51 


Match length 


120 


% identity 


86 


NCBI Description 


(AC005171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


215926 



30187 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-027-Q1-K1-F8 

BLASTX 

g!346735 

305 

6.0e-28 

100 
61 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S4 9647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_47 4 170_emb_CAA49995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215927 

LIB314 7-027-Q1-K1-G4 

BLASTX 

g!928983 

405 

1.0e-49 

112 
84 

(U92652) tonoplast intrinsic protein bobTIP26-2 [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215928 

LIB3147-027-Q1-K1-G5 

BLASTX 

g4335719 

128 

5.0e-09 

82 
41 

(AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method: 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215929 

LIB3147-027-Q1-K1-H4 

BLASTX 

g3287690 

147 

1.0e-10 

113 
42 

(AC003979) T22J18.15 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215930 

LIB3147-027-Q1-K1-H7 

BLASTX 

gl432056 

132 

1.0e-13 

98 
52 

(U56834) WRKY3 [ Petroselinum crispum] 



Seq. No. 
Seq. ID 



215931 

LIB3147-027-Q1-K1-H9 



30188 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4580389 

298 

4.0e-27 

114 

66 

(AC007171) unknown protein [Arabidopsis thaliana] 
215932 

LIB3147-02 8-Q1-K1-A3 

BLASTX 

gll73187 

581 

4.0e-60 

115 

98 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi__643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

215933 

LIB3147-028-Q1-K1-A4 

BLASTX 

gl351014 

349 

6.0e-33 

103 

69 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 


215934 


Seq. ID 


LIB314 7-028-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


3.0e-10 


Match length 


35 


% identity 


59 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


215935 


Seq. ID 


LIB3147-02 8-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4572679 


BLAST score 


367 


E value 


4.0e-35 


Match length 


110 


% identity 


65 


NCBI Description 


(AC006954) RSZp22 splicing factor; 




motif [Arabidopsis thaliana] 


Seq. No. 


215936 


Seq. ID 


LIB3147-028-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2213558 



30189 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 

1.0e-21 

121 
44 

(Z97052) hypothetical protein [Schizosaccharomyces pombe] 
215937 

LIB3147-028-Q1-K1-C6 

BLASTX 

g2104681 

253 

1.0e-21 

127 
50 

(X97907) transcription factor [Vicia faba] 
215938 

LIB3147-028-Q1-K1-D10 

BLASTX 

gll5515 

587 

6.0e-61 

119 

48 

CALMODULIN >giJ71683_pir MCAA calmodulin - alfalfa 

>gi_19579_emb_CAA36644_ (X52398) calmodulin (AA 1-149) 
[Medicago sativa] >gi_170070 (L01430) calmodulin [Glycine 
max] >gi_170074 (L01432) calmodulin [Glycine max] 
>gi_506852 (L20507) calmodulin [Vigna radiata] >gi_4103957 
(AF030032) calmodulin [Phaseolus vulgaris] 

>gi_1583767_prf 2121384A calmodulin [Glycine max] 

>gi_1583769_prf 2121384C calmodulin [Glycine max] 



Seq. No. 


215939 


Seq. ID 


LIB3147-028-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


201 


E value 


1.0e-15 


Match length 


49 


% identity 


73 


NCBI Description 


( Z 97 335 ) hydroxyme thyltrans f erase 


Seq. No. 


215940 


Seq. ID 


LIB3147-028-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2760167 


BLAST score 


36 


E value 


1.0e-10 


Match length 


72 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



Seq. No. 
Seq. ID 
Method 



MC015, complete sequence [Arabidopsis thaliana] 
215941 

LIB3147-028-Q1-K1-E11 
BLASTN 



30190 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512590 
33 

5.0e-09 

37 
97 

Ipomoea batatas f3h II mRNA for flavanone 3-hydroxyrase, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215942 

LIB3147-028-Q1-K1-E12 

BLASTX 

gll72635 

603 

8.0e-63 

122 
98 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_55 6558__dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215943 

LIB3147-028-Q1-K1-E5 

BLASTX 

g974782 

336 

2.0e-31 

91 

77 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215944 

LIB3147-028-Q1-K1-E6 

BLASTX 

g2465923 

316 

4.0e-29 

95 
67 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215945 

LIB3147-028-Q1-K1-E7 

BLASTX 

gl931650 

241 

3.0e-20 

145 

39 

(U95973) disease resistance protein RPM1 isolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



215946 

LIB314 7-028-Q1-K1-E8 

BLASTX 

g4138209 



30191 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



378 

3.0e-36 

158 

44 

(AJ223071) serine/threonine kinase protein MSTK2L, long-form 
[Mus musculus] 

215947 

LIB3147-028-Q1-K1-E9 

BLASTN 

g2736287 

33 

5.0e-09 

41 

95 

Camptotheca acuminata isopentenyl diphosphate isomerase II 
(IPI2) mRNA, complete cds 

215948 

LIB3147-028-Q1-K1-F10 

BLASTX 

g3860277 

489 

4.0e-60 

162 - 
77 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4 314394_gb_AAD15 604__ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215949 

LIB3147-028-Q1-K1-F12 

BLASTX 

g464734 

430 

1.0e-42 

95 

91 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE ) ( ADOHCYASE ) 
adenosylhomocysteinase 
>gi_407412_emb CAA81527 



(S-ADENOSYL-L-HOMOCYSTEINE 

>gi__4 81237_pir S3837 9 

(EC 3.3.1.1) - Madagascar periwinkle 
(Z26881) S-adenosyl-L-homocysteine 



hydrolase [Catharanthus roseus] 
215950 

LIB3147-028-Q1-K1-F5 

BLASTX 

g3860277 

281 

3.0e-42 

107 

86 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4 314 394_gb_AAD15 604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 



215951 



30192 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147- 
BLASTX 
g974782 
282 

5.0e-25 

59 

95 

(Z49150) 



028-Q1-K1-F8 



cobalamine-independent methionine synthase 



[Solenostemon scutellarioides] 
215952 

LIB3147-028-Q1-K1-G10 
BLASTX 
g3395441 
164 

1.0e-ll 



67 



(AC004 683) unknown protein [Arabidopsis thaliana] 
215953 

LIB3147-028-Q1-K1-G12 

BLASTX 

g398994 

459 

1.0e-49 

116 
87 

1 -AMI NOCYCLOPRO PANE- 1 -CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE- FORMING ENZYME) (EFE) >gi_166313 (M97961) tomato 
and apple ACC oxidase homologue [Actinidia deliciosa] 

215954 

LIB3147-028-Q1-K1-G7 

BLASTX 

g3880441 

163 

4 .Oe-11 

47 
51 

(Z82062) similar to Zinc finger, C3HC4 type (RING finger); 
cDNA EST EMBL:D76353 comes from this gene; cDNA EST 
EMBL:D71838 comes from this gene; cDNA EST EMBL:D74561 
comes from this gene; cDNA EST EMBL:D73319 comes from this 
ge 

215955 

LIB3147-028-Q1-K1-H1 

BLASTX 

g3860315 

400 

5.0e-39 

94 

79 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 



Seq. No. 



215956 



30193 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-028-Q1-K1-H2 

BLASTX 

g99737 

309 

1.0e-28 

91 

67 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_1618 9_emb_CAA46815_ (X66017) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 



Seq. No. 


215957 


Seq. ID 


LIB3147-02 9-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


294 


E value 


1.0e-26 


Match length 


106 


% identity 


54 


NCBI Description 


(AC003000) hypothetical prote 


Seq. No. 


215958 


Seq. ID 


LIB3147-029-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


185 


E value 


2.0e-15 


Match length 


96 


% identity 


53 


NCBI Description 


(AC005882) 66284 [Arabidopsis 


Seq. No. 


215959 


Seq. ID 


LIB3147-02 9-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


304 


E value 


1.0e-27 


Match length 


70 


% identity 


84 


NCBI Description 


(U87222) elongation factor 1- 


Seq. No. 


215960 


Seq. ID 


LIB3147-029-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2213425 


BLAST score 


682 


E value 


5.0e-72 


Match length 


151 


% identity 


43 


NCBI Description 


(Z97064) hypothetical protein 


Seq. No. 


215961 


Seq. ID 


LIB3147-02 9-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


707 


E value 


6. 0e-75 



30194 



Match length 

% identity 

NCBI Description 



148 
86 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215962 

LIB3147-029-Q1-K1-B11 

BLASTX 

g974782 

147 

3.0e-09 

37 

84 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

215963 

LIB3147-029-Q1-K1-B2 

BLASTX 

g3367593 

427 

2.0e-42 

100 
80 

{AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA214 61_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


215964 


Seq. ID 


LIB3147-029-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


266 


E value 


3.0e-23 


Match length 


83 


% identity 


63 


NCBI Description 


(U60202) lipoxygenase [Solanum tuberosum] 


Seq. No. 


215965 


Seq. ID 


LIB3147-02 9-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4220633 


BLAST score 


38 


E value 


5.0e-12 


Match length 


169 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K7J8, complete sequence [Arabidopsis thalianc 


Seq. No. 


215966 


Seq. ID 


LIB3147-029-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


472 


E value 


2.0e-47 


Match length 


120 


% identity 


77 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 



TAC cl 



30195 





Seq. No. 


215967 




Seq. ID 


LIB3147-029-Q1-K1-B6 










NCBI GI 


g445612 




BLAST score 


221 




E value 


6.0e-18 




Match length 


45 




% identity 


93 




NCBI Description 


ribosomal protein S19 




Seq. No. 


215968 




Seq. ID 


LIB3147-029-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g2559012 




BLAST score 


502 




IL value 






Match length 


163 




% identity 


65 




NCBI Description 


( AF02 62 93 ) chaperonin 






beta subunit; CCT-bet; 


m 




{ AF02 61 66 ) chaperonin- 






[Homo sapiens] 


M 


Seq. No. 


215969 ' 


pa. 


Seq. ID 


- LIB3147-029-Q1-K1-B8 


™ " 




"RT AQTTtf 
o±j.ri.o I IN 




NCBI GI 


g3821780 




BLAST score 


33 




E value 


7.0e-09 




Match length 


33 




% identity 


58 




NCBI Description 


Xenopus laevis cDNA c. 




Seq. No. 


215970 




Seq. ID 


LIB314 7-029-Q1-K1-C1 






D-LrlO 1 A 




NCBI GI 


g4335864 




BLAST score 


489 




E value 


2.0e-49 




Match length 


123 




% identity 


71 




NCBI Description 


(AF052040) calreticul. 




Seq. No. 


215971 




Seq. ID 


LIB3147-029-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


g730526 




BLAST score 


690 




E value 


7.0e-73 




Match length 


160 




% identity 


81 




NCBI Description 


60S RIBOSOMAL PROTEIN 



:ontaining t-complex polypeptide 1, 
[Homo sapiens] >gi_4090929 



>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404 166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



30196 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215972 

LIB3147-029-Q1-K1-C12 

BLASTX 

gll68191 

580 

5.0e-60 

123 

93 

14-3-3-LIKE PROTEIN 4 (PBLT4) >gi_136208 9_pir S57272 

14-3-3 brain protein homolog (clone pBLT4 } - tomato 
>gi_466336 (L29150) 14-3-3 protein homologue [Solanum 

lycopersicum] >gi_1090847_prf 2019487B 14-3-3 protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215973 

LIB314 7-02 9-Q1-K1-C2 

BLASTN 

g4510408 

51 

5.0e-20 

107 

87 

Arabidopsis thaliana chromosome II BAC T1E2 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215974 

LIB3147-02 9-Q1-K1-C3 

BLASTX 

g3204103 

325 

3.0e-30 

110 
60 

(AJ006761) hypothetical protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215975 

LIB3147-029-Q1-K1-C6 

BLASTX 

g2760334 

272 

5.0e-24 

59 
78 

(AC002130) F1N21.5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215976 

LIB3147-029-Q1-K1-C9 

BLASTX 

g4006899 

426 

4.0e-42 

116 

63 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



215977 

LIB3147-029-Q1-K1-D1 



30197 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



BLASTX 

g4105794 

157 

2.0e-13 

114 
39 

(AF049928) PGP224 [Petunia x hybrida] 
215978 

LIB3147-029-Q1-K1-D10 

BLASTX 

g225267 

513 

4.0e-52 

116 

81 

ORF 12 4 4 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



215979 

LIB3147-029-Q1-K1-D11 

BLASTX 

g3881724 

284 

2.0e-25 

90 
57 

(269385 
S55137) 
yk290e3 



) Similarity to Yeast JTA107 protein (PIR Acc. No. 
; cDNA EST yk290e3.3 comes from this gene; cDNA EST 
.5 comes from this gene [Caenorhabditis elegans] 



215980 

LIB3147-029-Q1-K1-D2 

BLASTX 

gl431629 

286 

1.0e-25 

82 
62 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
215981 

LIB3147-029-Q1-K1-D3 

BLASTX 

g3115374 

217 

5.0e-18 

71 

63 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 
215982 

LIB3147-029-Q1-K1-D5 

BLASTX 

g4006917 

458 

1.0e-45 
144 



30198 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 



[Z99708) putative protein [Arabidopsis thaliana] 



215983 

LIB314 7-02 9-Q1-K1-D7 

BLASTX 

g2497752 

288 

1.0e-25 

96 
58 

NONSPECIFIC LIP ID-TRANSFER PROTEIN 
>gi_1321911_embj3AA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



215984 

LIB3147-029-Q1-K1-D8 

BLASTX 

gll73218 

344 

2.0e-32 

68 

96 

40S RIBOSOMAL PROTEIN S15A >gi_440824 
protein S15 [Arabidopsis thaliana] >gi 



L27461) ribosomal 
2150130 (AF001412) 



cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 
215985 

LIB3147-029-Q1-K1-E1 

BLASTX 

g974782 

500 

1.0e-50 

101 
98 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides ] 

215986 

LIB3147-029-Q1-K1-E11 

BLASTX 

g2109293 

150 

1.0e-09 

35 
80 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 

215987 

LIB3147-02 9-Q1-K1-E12 

BLASTX 

g3341681 

339 

5.0e-32 

86 

80 



30199 



NCBI Description 



(AC003672) small GTP-binding protein [Arabidopsis thaliana] 

>gi_741994_prf 2008312A GTP-binding protein [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215988 

LIB3147-029-Q1-K1-E2 

BLASTX 

gll70508 

514 

2.0e-52 

103 

97 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi__2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215989 
LIB314 
BLASTX 
g40564 
657 

4.0e-6 

127 

99 

(AC005 
factor 
gb_R90 
gb_AA7 
gb_Z25 



7-029-Q1-K1-E4 
69 
9 



990) Strong similarity to gb_M95166 ADP-ribosylation 

from Arabidopsis thaliana. ESTs gb_Z25826, 
191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
12956, gb_T46403, gb_T46050, gb_AI100391 and 
043 come from t 



Seq. No. 215990 

Seq. ID LIB314 

Method BLASTX 

NCBI GI g22448 

BLAST score 192 

E value 1.0e-l 

Match length 143 

% identity 35 

NCBI Description (Z9733 

[Arabi 



7-029-Q1-K1-E7 

47 

4 



7) hydroxyproline-rich glycoprotein homolog 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215991 

LIB3147-029-Q1-K1-E8 

BLASTX 

gl432083 

277 

9.0e-25 

79 
68 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi_3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 
>gi_3719209 (U97020) UIP1 [Arabidopsis thaliana] 



30200 




Seq. No. 


215992 


Seq. ID 


LIB3147-029-Q1-K1-E9 




£jJ_f.riO 1 A. 


NCBI GI 


g!841870 


BLAST score 


185 


E value 


7.0e-14 


Match length 


45 


% identity 


82 


NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 


Seq. No. 


215993 


Seq. ID 


LIB3147-029-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2829899 


Dj_riio i score 


z y 0 


E value 


1.0e-26 


Match length 


123 


% identity 


46 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and major#latex protein, 




gp_X91961_1107495 [Arabidopsis thaliana] 


Seq. No. 


215994 


Seq. ID 


LIB3147-02 9-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


^— ACAAAf>f\ 

g4o444uy 


BLAST score 


266 


E value 


3.0e-23 


Match length 


85 


% identity 


62 


NCBI Description 


(AC006955) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


215995 


Seq. ID 


LIB3147-029-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


203 


E value 


4 . u e i b 


Match length 


105 


% identity 


44 


NCBI Description 


ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 




translation elongation factor eEF-1 beta' chain - rice 




>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 




[Oryza sativa] 


Seq. No. 


215996 


Seq. ID 


LIB3147-029-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl213069 


BLAST score 


543 


E value 


1.0e-79 


Match length 


164 


% identity 


85 


NCBI Description 


(X79675) dihydrodipicolinate synthase [Nicotiana tabacum] 



30201 



Seq. No* 


215997 


Seq. ID 


LIB3147-029-Q1-K1-F8 


Method 


BLASTX 


IN <j JD J_ KZJ -L 




BLAST score 


293 


E value 


1.0e-48 


Match length 


125 


% identity 


82 


NCBI Description 


(U64436) ribosomal pr 


Seq. No. 


215998 


Seq. ID 


LIB3147-029-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


655 


E value 


7.0e-69 


Match length 


128 


% identity 


98 


NCBI Description 


ubiquitin / ribosomal 



S8 [Zea mays] 



>gi_170217 (M74100) 
sylvestris] 



otein CEP52 - wood tobacco 
ubiquitin fusion protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



215999 

LIB3147-029-Q1-K1-G1 

BLASTX 

g445613 

222 

3.0e-18 

45 
91 

ribosomal protein L7 [Solanum tuberosum] 
216000 

LIB3147-02 9-Q1-K1-G10 

BLASTX 

g2618721 

487 

4.0e-49 

103 
88 

(U49072) IAA16 [Arabidopsis thaliana] 
216001 

LIB3147-029-Q1-K1-G11 

BLASTX 

g3880399 

154 

4.0e-10 

67 

43 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 
gene; cDNA EST yk309gll.5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 

216002 

LIB3147-029-Q1-K1-G12 



30202 



Method 


BLASTX 


NCBI GI 


~o £ £1 q a c\ 
gZODlo4U 


BLAST score 


436 


E value 


4.0e-43 


Match length 


123 


% identity 


67 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella 


Seq. No. 


216003 


Seq. ID 


LIB3147-029-Q1-K1-G2 


Method 


BLASTX 




g± 0 / Ju / 


BLAST score 


592 


E value 


1.0e-61 


Match length 


113 


% identity 


97 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


216004 


Seq. ID 


LIB3147-029-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2738248 


EsLiAoi score 


e; q i 
DO / 


E value 


5.0e-61 


Match length 


116 


% identity 


96 


NCBI Description 


(U97200) cobalamin-independent methionine 




[Arabidopsis thaliana] 


Seq. No. 


216005 


Seq. ID 


LIB3147-029-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4206122 


dIjHo i score 


ceo 


E value 


1.0e-56 


Match length 


132 


% identity 


78 


NCBI Description 


(AF097667) protein phosphatase 2C homolog 




crystallinum] 


Seq. No. 


216006 


Seq. ID 


LIB3147-02 9-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4467139 


BLAST score 


o o c 


E value 


1.0e-18 


Match length 


86 


% identity 


55 


NCBI Description 


(AL035540) putative protein phosphatase-2 




thaliana] 


Seq. No. 


216007 


Seq. ID 


LIB3147-029-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


5.0e-09 



30203 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 
58 

Xenopus laevis cDNA clone 27A6-1 
216008 

LIB314 7-029-Q1-K1-H1 

BLASTX 

g445613 

288 

3.0e-38 

101 
75 

ribosomal protein L7 [Solanum tuberosum] 
216009 

LIB3147-029-Q1-K1-H2 

BLASTX 

gl352664 

352 

2.0e-33 

81 

78 

SERINE/ THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


216010 


Seq. ID 


LIB3147-02 9-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g602076 


BLAST score 


615 


E value 


3.0e-64 


Match length 


127 


% identity 


26 


NCBI Description 


(X77456) pentameric polyubiquitin [Nicotiana tabacum] 


Seq. No. 


216011 


Seq. ID 


LIB3147-029-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g857397 


BLAST score 


681 


E value 


8.0e-72 


Match length 


152 


% identity 


84 


NCBI Description 


(D50870) mitotic cyclin a2-type [Glycine max] 


Seq. No. 


216012 


Seq. ID 


LIB3147-02 9-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3449313 


BLAST score 


34 


E value 


1.0e-09 


Match length 


62 



30204 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 

216013 

LIB3147-029-Q1-K1-H9 

BLASTX 

g3600038 

194 

9.0e-15 

57 
65 

(AF080119) similar to Saccharomyces cerevisiae 
transcription regulator SP08 (SW:P41833) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



216014 

LIB3147-031-Q1-K1-A2 

BLASTX 

gll73256 

773 

1.0e-82 

151 
99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 887 39_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

216015 

LIB3147-031-Q1-K1-A3 

BLASTX 

gll73256 

407 

5.0e-40 

109 

75 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

216016 

LIB3147-031-Q1-K1-A8 

BLASTX 

g4406783 

445 

3.0e-44 

98 

86 

(AC006532) putative glutamate decarboxylase [Arabidopsis 
thaliana] 

216017 

LIB3147-031-Q1-K1-B1 

BLASTX 

g4249390 



30205 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

8.0e-34 

121 

56 

(AC005966) Similar to gb_AF039182 probable aldo-keto 
reductase from Fragaria x ananassa. This gene may be cut 
off. EST gb_U74151 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 216018 

Seq. ID LIB3147-031-Q1-K1-B2 

Method B LASIX 

NCBI GI g3947614 

BLAST score 248 

E value 4.0e-21 

Match length 110 

% identity 41 

NCBI Description (AL023828) cDNA EST yk491f8.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 


216019 


Seq. ID 


LIB3147-031-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3892050 


BLAST score 


288 


E value 


8.0e-26 


Match length 


103 


% identity 


60 


NCBI Description 


(AC002330) hypothetical protein [Arabidopsis 


Seq. No. 


216020 


Seq. ID 


LIB3147-031-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3367519 


BLAST score 


304 


E value 


6.0e-28 


Match length 


82 


% identity 


68 


NCBI Description 


(AC004392) Contains similarity to gb U51898 



Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216021 

LIB314 7-031-Q1-K1-C12 

BLASTX 

g2244734 

630 

7.0e-66 

121 
99 

(D88414) actin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



216022 

LIB3147-031-Q1-K1-C2 

BLASTX 

g2827082 

663 



30206 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-70 

150 

81 

(AF020272) malate dehydrogenase [Medicago sativa] 
216023 

LIB3147-031-Q1-K1-C6 

BLASTX 

gl351279 

454 

7.0e-58 

140 
80 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

216024 

LIB3147-031-Q1-K1-C9 

BLASTX 

g3334113 

292 

2.0e-26 

78 
77 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

216025 

LIB3147-031-Q1-K1-D1 

BLASTX 

gll73223 

521 

4.0e-53 

105 

94 

40S RIBOSOMAL PROTEIN Sll 
protein Sll [Glycine max] 



>gi 454848 (L28831) ribosomal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



216026 

LIB3147-031-Q1-K1-D11 

BLASTX 

g399046 

577 

1.0e-59 

140 

81 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) 

>gi_99657__pir S208 67 adenine phosphoribosyltransf erase 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb__CAA414 97_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 

216027 

LIB3147-031-Q1-K1-D2 



(EC 



30207 



II 



Method 


BLASTX 


NCRT CrT 

IN V^O _L VJl 




BLAST score 


413 


E value 


2.0e-40 


Match length 


146 


% identity 


62 


NCBI Description 


(AC002561 


Seq. No. 


216028 


Seq. ID 


LIB3147-0 


Method 


BLASTX 




go / oo 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


47 


% identity 


66 


NCBI Description 


(U13866) 


Seq. No. 


216029 


Seq. ID 


LIB3147-0 


Method 


BLASTX 




pre c qnn R 
goo y\j u d 


BLAST score 


318 


E value 


2.0e-29 


Match length 


95 


% identity 


65 


NCBI Description 


(U15933) 


Seq. No. 


216030 


Seq. ID 


LIB3147-0 


Method 


BLASTX 


NCBI GI 


g81811 


BLAST score 


156 


E value 


1.0e-10 


Match length 


36 


% identity 


89 


NCBI Description 


ribosomal 



unknwon protein [Arabidopsis thaliana] 



non-functional lacZ alpha peptide [Cloning vector] 



-D4 



ascorbate peroxidase [Nicotiana tabacum] 



(M31024) ribosomal protein Sll [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216031 

LIB314 7-031-Q1-K1-D9 

BLASTX 

g559684 

624 

3.0e-65 

130 
91 

(L36097) aquaporin [Mesembryanthemum crystal linum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216032 

LIB3147-031-Q1-K1-E1 

BLASTX 

g3329368 

517 

1.0e-52 

149 
67 



30208 



NCBI Description 



(AF031244) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216033 

LIB3147-031-Q1-K1-E2 

BLASTX 

g3913919 

459 

7.0e-46 

108 
81 

ACID BETA-FRUCTOFURANOS I DASE PRECURSOR (ACID 
SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 
(VACUOLAR INVERTASE) >gi_2351827 (U92438) soluble acid 
invertase [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216034 

LIB3147-031-Q1-K1-E3 

BLASTX 

g3157924 

288 

8.0e-26 

105 
59 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb__H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 



Seq. No. 


216035 


Seq. ID 


LIB3147-031-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3128173 


BLAST score 


420 


E value 


3.0e-41 


Match length 


97 


% identity 


84 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


216036 


Seq. ID 


LIB3147-031-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3297823 


BLAST score 


249 


E value 


3.0e-21 


Match length 


84 


% identity 


62 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


216037 


Seq. ID 


LIB3147-031-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2501102 


BLAST score 


509 


E value 


1.0e-51 


Match length 


147 



30209 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

71 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi__1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

216038 

LIB3147-031-Q1-K1-E9 

BLAST X 

g2062167 

343 

3.0e-32 

110 

61 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216039 

LIB3147-031-Q1-K1-F10 

BLASTX 

g2281631 

327 

2.0e-30 

135 

55 

(AF003096) AP2 domain containing protein RAP2 . 3 
[Arabidopsis thaliana] 

216040 

LIB3147-031-Q1-K1-F11 

BLASTX 

gl67970 

419 

4.0e-41 

154 
55 

(L05915) [GST1] gene product [Dianthus caryophyllus ] 
216041 

LIB3147-031-Q1-K1-F2 

BLASTN 

gl67346 

34 

1.0e-09 

58 
90 

Gossypium hirsutum Lea5-A late embryogenes is -abundant 
protein (Lea5-A) gene, complete cds 

216042 

LIB3147-031-Q1-K1-F4 

BLASTX 

g4193388 

362 

1.0e-34 



30210 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

216043 

LIB3147-031-Q1-K1-F5 

BLASTX 

g2218152 

373 

8.0e-36 

102 

71 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 



Seq. No. 


216044 


Seq. ID 


LIB3147-031-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g!8777 


BLAST score 


48 


E value 


5.0e-18 


Match length 


52 


% identity 


98 


NCBI Description 


Soybean gene for Ula small nuclear RNA 


Seq. No. 


216045 


Seq. ID 


LIB3147-031-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3687243 


BLAST score 


235 


E value 


1.0e-19 


Match length 


59 


% identity 


78 


NCBI Description 


(AC005169) putative ribosomal protein [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216046 

LIB3147-031-Q1-K1-F9 

BLASTX 

gl22007 

369 

2.0e-35 

97 
76 

HISTONE H2A >gi_1001 61_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37 828__ (X53831) H2A histone protein (AA 1 
- 14 9) [Petroselinum crispum] 

216047 

LIB314 7-031-Q1-K1-G1 

BLASTX 

g421929 

694 

2.0e-73 

148 

15 



30211 



NCBI Description ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216048 

LIB3147-031-Q1-K1-G10 

BLASTX 

gl32897 

188 

4.0e-14 

43 

81 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L33 >gi_71355_pir R5ZM33 

ribosomal protein L33 - maize chloroplast 
>gi_12449_emb_CAA39995_ (X56673) chloroplast ribosomal 
protein L33 [Zea mays] >gi_902242_emb_CAA60306_ (X86563) 
ribosomal protein L33 [Zea mays] 

216049 

LIB3147-031-Q1-K1-G11 

BLASTX 

g4455274 

485 

7.0e-49 

127 
75 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



216050 

LIB3147-031-Q1-K1-G12 

BLASTX 

g3273722 

202 

9.0e-16 

137 
38 

(AF055286) potential-sensitive polyspecific organic cation 
transporter OCT3 [Rattus norvegicus] 

216051 

LIB3147-031-Q1-K1-G2 

BLASTX 

g3821280 

656 

5.0e-69 

134 

89 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 

216052 

LIB3147-031-Q1-K1-G7 

BLASTX 

g4467145 

217 

1.0e-17 

56 



30212 



% identity 

NCBI Description 



75 

(AL035540) 
thaliana] 



farnesylated protein (ATFP6) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216053 

LIB3147-031-Q1-K1-H1 

BLASTX 

g2493046 

574 

2.0e-59 

141 
77 

ATP SYNTHASE DELTA T CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta' chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 


216054 


Seq. ID 


LIB314 7-031-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl806283 


BLAST score 


238 


E value 


3.0e-20 


Match length 


48 


% identity 


100 


NCBI Description 


(Z79637) Histone H4 homol 


Seq. No. 


216055 


Seq. ID 


LIB3147-031-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl350707 


BLAST score 


212 


E value 


6.0e-17 


Match length 


52 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L29 




protein 17K - mouse >gi 4 




[Mus musculus] 


Seq. No. 


216056 


Seq. ID 


LIB3147-031-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g279567 


BLAST score 


185 


E value 


9.0e-14 


Match length 


130 


% identity 


31 


NCBI Description 


insulinase (EC 3.4.99.45) 


Seq. No. 


216057 


Seq. ID 


LIB3147-031-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4103959 


BLAST score 


507 


E value 


1.0e-51 


Match length 


137 



(L08651) 



: JC2012 ribosomal 

ribosomal protein 



- human 



30213 



% identity 


73 


NCBI Description 


(AF030033) calmodulin [Phaseolus vulgaris] 


Seq. No. 


216058 


Seq. ID 


LIB314 7-031-Q1-K1-H6 


Method 


BLASTX 


JNL-bl bl 




BLAST score 


399 


E value 


8.0e-39 


Match length 


100 


% identity 


73 


NCBI Description 


(AF04 9870) thaumatin-like protein [Arabidopsi 


Seq. No. 


216059 


Seq. ID 


LIB3147-031-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


a c o 


E value 


2.0e-70 


Match length 


132 


% identity 


99 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi__9654 8 3__dbj_BAA0 




DcARFl [Daucus carota] 


Seq. No. 


216060 


Seq. ID 


LIB3147-031-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2781231 


BLAST score 


259 


E value 


2.0e-22 


Match length 


151 


% identity 


42 



(D45420) 



NCBI Description 



Chain A, Agglutinin In Complex With T-Disaccharide 
>gi_2781232_pdb__ULX_B Chain B, Agglutinin In Complex With 
T-Disaccharide >gi__2 78123 3_pdb_l JLY_A Chain A, Crystal 
Structure Of Amaranthus Caudatus Agglutinin 
>gi__2781234_pdb__ULY_B Chain B, Crystal Structure Of 
Amaranthus Caudatus Agglutinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216061 

LIB3147-031-Q1-K1-H9 

BLASTX 

gl346156 

607 

3.0e-63 

131 
88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_48194 3_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437997_emb_CAA81079_ (Z25860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 
Seq. ID 

Method 



216062 

LIB3147-032-Q1-K1-A1 
BLASTX 



30214 







BLAST score 


450 


E value 


8.0e-45 


Match length 


96 


% identity 


85 


NCBI Description 


(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 


Seq. No. 


216063 


Seq. ID 


LIB3147-032-Q1-K1-A11 


Method 


BLASTX 






BLAST score 


500 


E value 


1.0e-50 


Match length 


135 


% identity 


74 


NCBI Description 


(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 


Seq. No. 


216064 


Seq. ID 


LIB3147-032-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g729442 


BLAST score 


457 


E value 




Match length 


127 


% identity 


71 


NCBI Description 


PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 




>gi 166380 (M80235) glucose-regulated endoplasmic reticul 




protein precursor [Medicago sativa] 


Seq. No. 


216065 


Seq. ID 


LIB3147-032-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3152576 


oljfiQ 1 score 


R 9 ^ 


E value 


2.0e-53 


Match length 


149 


% identity 


64 


NCBI Description 


(AC002986) Similar to liver-specific transport protein 




gb L27 651 from Rattus norviegicus. [Arabidopsis thaliana] 


Seq. No. 


216066 


Seq. ID 


LIB3147-032-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3309269 


RT,7\ C T" crTiTPi 
JDJ_)rt.O L oUUlC 


717 


E value 


4.0e-76 


Match length 


153 


% identity 


92 


NCBI Description 


(AF074 940) ferric leghemoglobin reductase-2 precursor 




[Glycine max] 


Seq. No. 


216067 


Seq. ID 


LIB3147-032-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl008904 


BLAST score 


684 


E value 


3.0e-72 



30215 



Match length 131 

% identity 89 

NCBI Description (L43094; 



xyloglucan endotransglycosylase [Tropaeolum majus] 



Q a f-r T\\ri 
O C CJ . L\ O • 


ZIOUDO 


Seq. ID 


LIB3147-032-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3738092 


BLAST score 


570 


E value 


7.0e-59 


Match length 


126 


% identity 


87 


NCBI Description 


(AC005617) similar to glyoxysomal malate dehydrogenase 




[Arabidopsis thaliana] 


Seq. No. 


216069 


C^f-r TV) 


JUJ..D.3± Z ± / U OZ ^1 ul DO 


Method 


BLASTX 


NCBI GI 


g485514 


BLAST score 


314 


E value 


7.0e-29 


Match length 


68 


% identity 


88 


NCBI Description 


ADR11-2 protein - soybean (fragment) 




>gi_296443_emb_CAA4 9341__, (X69640) auxin down regulated 




[Glycine max] 


Seq. No. 


2160/0 


Seq. ID 


LIB3147-032-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4566614 


BLAST score 


376 


E value 


4.0e-36 


Match length 


76 


% identity 


92 


NCBI Description 


(AF112887) actin depolymerizing factor [Populus alba x 




Populus tremula] 


Seq. No. 


216071 


Seq. ID 


LIB3147-032-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4531442 


BLAST score 


531 


E value 


2.0e-54 


Match length 


135 


% identity 


76 


NCBI Description 


(AC006224) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


216072 


Seq. ID 


LIB3147-032-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g!839188 


BLAST score 


500 


E value 


1.0e-50 


Match length 


149 


% identity 


63 


NCBI Description 


(U86081) root hair defective 3 . [Arabidopsis thaliana] 



30216 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216073 

LIB3147-032-Q1-K1-C2 

BLASTX 

g3421109 

595 

8.0e-62 

127 
91 

(AF043533) 
thaliana] 



20S proteasome beta subunit PBC2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216074 

LIB3147-032-Q1-K1-C4 

BLASTX 

g4469023 

374 

7.0e-36 

121 

64 

(AL035602) putative protein [Arabidopsis thaliana] 
216075 

LIB3147-032-Q1-K1-C5 

BLASTX 

g2895866 

604 

7.0e-63 

152 

76 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

216076 

LIB3147-032-Q1-K1-D1 

BLASTX 

gll73253 

552 

9.0e-57 

123 
92 

40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916_ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb_CAA54167_ (X7 6772) ribosomal protein S3 [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216077 

LIB3147-032-Q1-K1-D10 

BLASTX 

g4049349 

245 

9.0e-21 

88 
55 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 



30217 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216078 

LIB3147-032-Q1-K1-D11 

BLASTX 

g2959767 

423 

1.0e-41 

149 
56 

(AJ002584) 
(AC005309) 



AtMRP4 [Arabidopsis thaliana] >gi_37382 92 
glutathione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
216079 

LIB3147-032-Q1-K1-D12 

BLASTX 

g4206122 

167 

1.0e-ll 

40 

80 

(AF097667) protein phosphatase 2C hoinolog [Mesembryanthemum 
crystallinum] 

216080 

LIB3147-032-Q1-K1-D2 

BLASTX 

g548852 

361 

2.0e-34 

82 

80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

216081 

LIB3147-032-Q1-K1-D3 

BLASTX 

g2281633 

387 

2.0e-37 

123 
63 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

216082 

LIB3147-032-Q1-K1-D5 

BLASTX 

gl703375 

677 

2.0e-71 

132 
100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



30218 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216083 

LIB3147-032-Q1-K1-D6 

BLASTX 

g3334405 

566 

2.0e-58 

149 

78 

VACUOLAR ATP SYNTHASE SUBUNIT E 
>gi_2267583 (AF009338) vacuolar 
[Gossypium hirsutum] 



(V-ATPASE E SUBUNIT) 
H+-ATPase subunit E 



216084 

LIB3147-032-Q1-K1-D8 

BLASTX 

gl653702 

458 

9.0e-46 

148 
59 

(D90915) dihydrolipoamide acetyltransf erase component (E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

216085 

LIB3147-032-Q1-K1-E1 

BLASTX 

g3858935 

327 

2.0e-30 

88 

65 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

216086 

LIB3147-032-Q1-K1-E11 

BLASTX 

gl710551 

179 

4.0e-13 

34 
91 

60S RIBOSOMAL PROTEIN L39 >gi_l 17736 9_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 

216087 

LIB3147-032-Q1-K1-E12 

BLASTX 

g322641 

467 

8.0e-47 

141 

55 

beta-1, 3-glucanase homolog (clone A6) - rape (fragment) 



30219 



>gi_17 738_emb_CAA4 9513_ (X69887) beta-1 , 3-glucanase 
homologue [Brassica napus] 



Octj. IN <J . 


91 6Dfifl 

ilOUOO 


Seq. ID 


LIB3147-032-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4140691 


BLAST score 


401 


E value 


4.0e-39 


Match length 


143 


% identity 


52 


NCBI Description 


(AF101972) zeatin O-glucosyltransf erase [Phaseolus 




21 608 9 

6 J.UUU -/ 


Seq. ID 


LIB3147-032-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2347054 


BLAST score 


634 


E value 


2.0e-66 


Match length 


152 


% identity 


80 


NCBI Description 


(X96791) arginine decarboxylase [Vitis vinifera] 


Seq. No. 


216090 


oeq. ±u 




Method 


BLASTX 


NCBI GI 


gl524121 


BLAST score 


686 


E value 


2.0e-72 


Match length 


153 


% identity 


84 


NCBI Description 


(X96539) malate dehydrogenase [Mesembryanthemum 




crystallinum] 


oeq. in o . 


9 1 £fl Q1 

z iou yi 


Seq. ID 


LIB314 7-032-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3482921 


BLAST score 


223 


E value 


3.0e-18 


Match length 


85 


% identity 


48 


NCBI Description 


(AC003970) Unknown protein [Arabidopsis thaliana] 


oeq. in o . 




Seq. ID 


LIB3147-032-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3152660 


BLAST score 


216 


E value 


2.0e-17 


Match length 


123 


% identity 


34 


NCBI Description 


(AF064603) GA17 protein [Homo sapiens] 


Seq. No. 


216093 


Seq. ID 


LIB3147-032-Q1-K1-F1 


Method 


BLASTX 



30220 





rrl ^^n^fifl 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


35 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


216094 


Seq. ID 


LIB3147-032-Q1-K1-F11 


Method 


BLASTX 


IN \_< D JL O JL 




BLAST score 


324 


E value 


5.0e-30 


Match length 


64 


% identity 


97 


NCBI Description 


(D63581) EF-1 alpha [Ory 


Seq. No. 


216095 


Seq. ID 


LIB3147-032-Q1-K1-F12 


Method 


BLASTX 


L\ W O J- O -L 


y ouooou^ 


BLAST score 


483 


E value 


1.0e-48 


Match length 


118 


% identity 


81 


NCBI Description 


(AF059295) Skpl homolog 


Seq. No. 


216096 


Seq. ID 


LIB3147-032-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2511590 


BLAST score 


599 


E value 


3.0e-62 


ixia l cn _l engun 


14 -J 


% identity 


81 


NCBI Description 


(Y13692) multicatalytic 




component , beta subunit 




(AF043534) 20S proteasom 




thaliana] 


Seq. No. 


216097 


Seq. ID 


LIB3147-032-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2244970 


BLAST score 


375 


E value 


5.0e-36 


Match length 


117 


% identity 


58 



NCBI Description 



(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA747 65_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



216098 

LIB3147-032-Q1-K1-F6 

BLASTX 

g2062172 

529 



30221 



E value 


4.0e-54 


Match length 


129 


% identity 


74 


NCBI Description 


(AC001645) unknown prote. 


Seq. No. 


216099 


Seq. ID 


LIB3147-032-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


globUoou 


BLAST score 


536 


E value 


7.0e-55 


Match length 


125 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


216100 


Seq. ID 


LIB3147-032-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2129610 


BLAST score 


324 


E value 


5.0e-30 


Match length 


88 


% identity 


75 


NCBI Description 


heat shock protein 17. 6K 




>gi_9 8404 4_emb_CAA6 1 67 5_ 




thaliana] 



Arabidopsis thaliana 
£89504) 17.6 kD HSP [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216101 

LIB3147-032-Q1-K1-G3 

BLASTX 

gl061040 

638 

7.0e-67 

138 

85 

(X89867) sterol-C-methyltransferase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

216102 

LIB3147-032-Q1-K1-G4 

BLASTX 

gl26770 

698 

7.0e-74 

136 

98 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 

>gi_18507_emb_CAA3654 6__ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



216103 

LIB3147-032-Q1-K1-G5 

BLASTX 

g4567210 

453 



30222 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-45 

95 

88 

(AC007168) unknown protein [Arabidopsis thaliana] 
216104 

LIB314 7-032-Q1-K1-H1 

BLASTX 

g2459433 

211 

9.0e-17 

80 
61 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
216105 

LIB3147-032-Q1-K1-H3 

BLASTX 

gll72995 

209 

1.0e-16 

92 

52 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir 
protein L22 - rat >gi_710295_emb_CAA55204^ 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 

norvegicus] 



S52084 ribosomal 
(X78444) 



[Rattus 



216106 

LIB3147-032-Q1-K1-H4 

BLASTX 

g4406780 

420 

1.0e-41 

94 

84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

216107 

LIB3147-032-Q1-K1-H7 

BLASTX 

g2924772 

588 

5.0e-61 

125 

87 

(AC002334) unknown protein [Arabidopsis thaliana] 
216108 

LIB3147-033-Q1-K1-A1 

BLASTX 

gll73043 

245 

9.0e-21 

69 



30223 



% identity 74 

NCBI Description 60S RIBOSOMAL PROTEIN L38 >gi_47 9441 _pir S33899 ribosomai 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA4 9599_ (X69979) ribosomai protein L38 
[Lycopersicon esculentum] 



Seq. No. 


216109 


Seq. ID 


LIB3147-033-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


438 


E value 


2.0e-43 


Match length 


118 


% identity 


64 


NCBI Description 


(AJ006224) purple acid phosphatase [Ipomoea batatas] 


Seq. No. 


216110 


Seq. ID 


LIB3147-033-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2828280 


BLAST score 


439 


E value 


1.0e-43 


Match length 


88 


% identity 


91 


NCBI Description 


(AL021687) putative protein [Arabidopsis thaliana] 




>gi 2832633 emb CAA16762 (AL021711) putative proter 




[Arabidopsis thaliana] 


Seq. No. 


216111 


Seq. ID 


LIB3147-033-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3821793 


BLAST score 


723 


E value 


8.0e-77 


Match length 


145 


% identity 


92 


NCBI Description 


(Y11526) casein kinase II alpha subunit [Zea mays] 


Seq. No. 


216112 


Seq. ID 


LIB3147-033-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


359 


E value 


3.0e-34 


Match length 


111 


% identity 


62 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216113 


Seq. ID 


LIB3147-033-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2244773 


BLAST score 


96 


E value 


3.0e-09 


Match length 


56 


% identity 


50 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 



30224 



fl 



Seq. No. 


216114 


Seq. ID 


LIB3147-033-Q1-K1-B10 




DJ_triO 1 A 


NCBI GI 


g4335864 


BLAST score 


635 


E value 


2.0e-66 


Match length 


147 


% identity 


76 


NCBI Description 


(AF05204 0) calreticul 


Seq. No. 


216115 


Seq. ID 


LIB3147-033-Q1-K1-B12 




JDJjriO 1 A 


NCBI GI 


g3695019 


BLAST score 


368 


E value 


3.0e-35 


Match length 


122 


% identity 


58 


NCBI Description 


(AF055848) subtilisin 


Seq. No. 


216116 


Seq. ID 


LIB3147-033-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g!173209 


BLAST score 


412 


E value 


i . ue-4 u 


Match length 


81 


% identity 


99 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




protein S16 protein - 




>gi_4 3965 4__emb_CAA5 3 5 




[Gossypium hirsutum] 


Seq. No. 


216117 


Seq. ID 


LIB3147-033-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


Ol / 


E value 


1.0e-52 


Match length 


118 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




protein Sll - maize > 




ribosomal protein Sll 


Seq. No. 


216118 


Seq. ID 


LIB3147-033-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g584825 


BLAST score 


604 


E value 


7.0e-63 


Match length 


120 


% identity 


93 



joir S41193 ribosomal 



_S16577 ribosomal 
18 (X55967) 



NCBI Description 



B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_29788 9_emb_CAA5107 8__ (X72385) B2 protein [Daucus 
carota] 



30225 



Seq. No. 


216119 


Seq. ID 


LIB3147-033-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 




E value 


1.0e-20 


Match length 


54 


% identity 


89 


NCBI Description 


(D26058) This gene is specifically expressed at the > 




during the cell cycle in the synchronous culture of 




periwinkle cells. [Catharanthus roseus] 


Seq. No. 


216120 


Seq. ID 


LIB3147-033-Q1-K1-C7 


Metnoa 


nT 7\ nrpv 


NCBI GI 


g3643594 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


40 


% identity 


78 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216121 


Seq. ID 


LIB3147-033-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll70619 


BLAST score 


309 


E value 


9.0e-29 


Match length 


96 


-6 ldentxty 


DO 


NCBI Description 


KINESIN-LIKE PROTEIN A >gi_47 9594_pir S34830 




kinesin-related protein katA - Arabidopsis thaliana 




>gi_303502__dbj_BAA01972_ (D11371) kinesin-like motor 




protein heavy chain [Arabidopsis thaliana] 




>gi_2 91108 4_emb_CAA1754 6_ (AL021960) kinesin-related 




protein katA [Arabidopsis, thaliana] 


Seq. No. 


216122 


Seq. ID 


LIB3147-033-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl706377 


BLAST score 


619 


E value 


1.0e-64 


Match length 


141 


% identity 


79 


NCBI Description 


DIHYDROFLAVONOL- 4 -REDUCTASE (DFR) (DIHYDROKAEMPFEROL 


4 -REDUCTASE) >gi_4 9901 8__emb_CAA5 357 8_ (X75964) 




dihydrof lavonol reductase [Vitis vinifera] 


Seq. No. 


216123 


Seq. ID 


LIB3147-033-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g441457 


BLAST score 


592 


E value 


8.0e-68 


Match length 


131 



S phase 



30226 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

216124 

LIB3147-033-Q1-K1-D4 

BLASTX 

g2961390 

504 

2.0e-51 

106 
87 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

216125 

LIB3147-033-Q1-K1-D5 

BLASTX 

g4544427 

366 

3.0e-35 

76 

86 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 

216126 

LIB3147-033-Q1-K1-D7 

BLASTX 

g549732 

215 

2.0e-17 

67 
55 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 

>gi_481110_pir S37791 hypothetical protein YKL160w - yeast 

( Saccharomyces cerevisiae ) >gi_4 07 4 8 8_emb_CAA814 94_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_4 8 627 9_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 

216127 

LIB3147-033-Q1-K1-D8 

BLASTX 

g3522952 

125 

1.0e-12 

91 
49 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



216128 

LIB3147-033-Q1-K1-D9 

BLASTX 

g3355468 



30227 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



535 

8.0e-55 

123 
89 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216129 

LIB3147-033-Q1-K1-E1 

BLASTX 

g4454020 

147 

1.0e-09 

93 
46 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 


216130 


Seq. ID 


LIB3147-033-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g433664 


BLAST score 


63 


E value 


8.0e-27 


Match length 


163 


% identity 


88 


NCBI Description 


A. thaliana for Sec61 beta-subunit homolog 


Seq. No. 


216131 


Seq. ID 


LIB314 7-033-Q1-K1-E12 


Method 


BLASTX " 


NCBI GI 


g2244832 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


63 


% identity 


56 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


216132 


Seq. ID 


LIB3147-033-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


479 


E value 


2.0e-48 


Match length 


109 


% identity 


81 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216133 

LIB314 7-033-Q1-K1-E5 

BLASTX 

g4263721 

545 

4.0e-56 

111 

95 

(AC006223) putative DNA repair protein RAD50 [Arabidopsis 
thaliana] 



30228 



Seq. No. 


216134 


Seq. ID 


LIB3147-033-Q1-K1-E9 




IDJ-tr-iO 1 A 


NCBI GI 


g2500378 


BLAST score 


388 


E value 


1.0e-37 


Match length 


85 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


216135 


Seq. ID 


LIB3147-033-Q1-K1-F12 


Method 


BLASTX 




go / ODU11 


BLAST score 


625 


E value 


2.0e-65 


Match length 


138 


% identity 


85 


NCBI Description 


(AC005499) putative elong< 




thaliana] 


Seq. No. 


216136 


Seq. ID 


LIB314 7-033-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g543868 


BLAST score 


309 


E value 


3.0e-28 


Match length 


70 


% identity 


80 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 

>gi_1076683_pir B47493 H+-transporting ATP synthase (EC 

3.6.1.34) epsilon chain - sweet potato 

>gi_303625_dbj_BAA03527_ (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 

216137 

LIB3147-033-Q1-K1-G10 

BLASTX 

g2983447 

203 

7.0e-16 

134 
40 

(AE000714) large subunit of isopropylmalate isomerase 
[Aquifex aeolicus] 

216138 

LIB3147-033-Q1-K1-G11 

BLASTX 

g4263704 

195 

6.0e-15 

109 
41 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



30229 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216139 

LIB3147-033-Q1-K1-G12 

BLASTN 

g3849811 

36 

1.0e-10 

52 
92 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216140 

LIB3147-033-Q1-K1-G2 

BLASTX 

g3355468 

328 

1.0e-30 

70 

94 

(AC004218; 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 


216141 


Seq. ID ' 


LIBJ14 /-0 oo-Ql-Kl-G4 


Method 


BLASTX 


NCBI GI 


g3132478 


BLAST score 


192 


E value 


9.0e-15 


Match length 


101 


% identity 


43 


NCBI Description 


(AC003096) bZIP-like protein [Arabidopsis 


Seq. No. 


216142 


Seq. ID 


LIB3147-033-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2511535 


BLAST score 


166 


E value 


9.0e-12 


Match length 


31 


% identity 


100 


NCBI Description 


(AF008122) alpha-tubulin 3 [Eleusine indi 


Seq. No. 


216143 


Seq. ID 


LIB3147-033-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


248 


E value 


2,0e-21 


Match length 


47 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb 




(X95458) ribosomal protein L39 [Zea mays] 


Seq. No. 


216144 


Seq. ID 


LIB3147-034-Q1-K1-A1 


Method 


BLASTX 



30230 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3341679 
387 

1.0e-37 

97 
74 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216145 

LIB3147-034-Q1-K1-A4 

BLASTX 

gll73466 

260 

8.0e-23 

98 

50 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L 

>gi_1078857_pir S44645 F37A4.8 protein - Caenorhabditis 

elegans >gi_458966 (U00032) similar to entire SN2L_HUMAN, 
possible global transcription activator SNF2L 
[Caenorhabditis elegans] 



Seq. No. 


216146 


Seq. ID 


LIB3147-034-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


394 


E value 


l.Oe-38 


Match length 


94 


% identity 


80 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis 


Seq. No. 


216147 


Seq. ID 


LIB3147-034-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


118 


E value 


3.0e-09 


Match length 


87 


% identity 


49 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis 


Seq. No. 


216148 


Seq. ID 


LIB3147-034-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


397 


E value 


l.Oe-38 


Match length 


99 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 3 (BBC1 




>gi 480787 pir S37271 ribosomal 




thaliana >gi_4 04166_emb__CAA53005 




[Arabidopsis thaliana] 


Seq. No. 


216149 


Seq. ID 


LIB3147-034-Q1-K1-B10 



'rotein L13 - Arabidopsis 
(X75162) BBC1 protein 



30231 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3851636 

565 

3.0e-58 

135 
81 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

216150 

LIB3147-034-Q1-K1-B11 

BLASTN 

g4454447 

35 

4.0e-10 

79 
86 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

216151 

LIB3147-034-Q1-K1-B12 

BLASTX 

g3142289 

567 

2.0e-58 

144 
77 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

216152 

LIB3147-034-Q1-K1-B2 

BLASTX 

gl518540 

288 

3.0e-26 

86 

67 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



216153 

LIB3147-034-Q1-K1-B3 

BLASTX 

g4544407 

194 

4.0e-15 

61 

52 

(AC006955) hypothetical protein 
216154 

LIB3147-034-Q1-K1-B4 

BLASTX 

g81857 

340 

3.0e-32 



[Arabidopsis thaliana] 



30232 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

216155 

LIB3147-034-Q1-K1-B7 

BLASTX 

gll70898 

340 

3.0e-32 

97 

72 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 

216156 

LIB3147-034-Q1-K1-B9 

BLASTX 

g421929 

509 

7.0e-52 

104 
15 

ubiquitin - tomato >gi_312160__emb_CAA5167 9__ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216157 

LIB3147-034-Q1-K1-C12 

BLASTX 

g4263702 

207 

2.0e-16 

55 
69 

(AC006223) hypothetical protein [Arabidopsis thaliana] . 
216158 

LIB3147-034-Q1-K1-C3 

BLASTX 

gl361983 

378 

1.0e-36 

97 
74 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA8 9858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

216159 

LIB3147-034-Q1-K1-C5 

BLASTX 

gll73327 

346 

6.0e-33 



30233 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



77 
88 

U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' (U2 SNRNP-A* ) 

>gi_322619_pir S30580 U2 snRNP protein A 1 - Arabidopsis 

thaliana >gi_17 669_emb_CAA4 8 890__ (X69137) U2 small nuclear 
ribonucleoprotein A T [Arabidopsis thaliana] 

216160 

LIB3147-034-Q1-K1-C6 

BLASTX 

g3851001 

213 

2.0e-17 

44 

95 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

216161 

LIB3147-034-Q1-K1-C7 

BLASTX 

gl657948 

243 

7.0e-21 

71 
68 

(U73466) MipC [Mesembryanthemum crystal linum] 
216162 

LIB3147-034-Q1-K1-C8 

BLASTX 

g3258570 

226 

7.0e-19 

62 

69 

(U89959) Unknown protein [Arabidopsis thaliana] 
216163 

LIB3147-034-Q1-K1-C9 

BLASTX 

gl29248 

165 

2.0e-ll 

96 

21 

ORGAN SPECIFIC PROTEIN S2 >gi_72318_pir KNPMS2 protein S2 

- garden pea >gi_2 9583 l_emb_CAA35 944 _ (X51595) S2 protein 
[Pisum sativum] 

216164 

LIB3147-034-Q1-K1-D10 

BLASTX 

g731097 

297 

4.0e-29 

139 



30234 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



52 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 

(V-ATPASE 28 KD ACCESSORY PROTEIN) >gi_108308 6__pir A55910 

subunit D vacuolar H(+)-ATPase - bovine >gi_517446 (U11927) 
vacuolar H-ATPase subunit D [Bos gaurus] 

216165 

LIB3147-034-Q1-K1-D11 

BLASTN 

g3334857 

230 

1.0e-126 

329 
93 

Solanum tuberosum mitochondrial trnC, trnNl, trnY, nad2 
genes 



216166 

LIB3147-034-Q1-K1-D12 

BLASTX 

gll68196 

401 

3.0e-39 

89 

91 

14-3-3-LIKE PROTEIN >gi_555974 
[Pisum sativum] 



(U15036) 14-3-3-like protein 



216167 

LIB3147-034-Q1-K1-D2 

BLASTX 

g3334113 

334 

2.0e-31 

75 
85 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

216168 

LIB3147-034-Q1-K1-D3 

BLASTX 

g3080415 

211 

3.0e-17 

51 
75 

(AL022604) cysteine proteinase - like protein [Arabidopsis 
thaliana] 

216169 

LIB3147-034-Q1-K1-D6 

BLASTX 

g3169656 

370 

9.0e-36 

96 



30235 



% identity 69 . . ^ -, . 

NCBI Description (AF067141) gamma-glutamyl hydrolase [Arabidopsis thaliana] 

216170 

LIB3147-034-Q1-K1-D7 
BLASTX 
g3834325 
226 

8.0e-19 

92 
53 

(AC005679) Strong similarity to gb_AF067141 gamma-glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062 / gb_T22220, gb_AA586207, gb_Al099851 and 
gb AI00672 come from this gene. [Arabidopsis thaliana] 

216171 

LIB3147-034-Q1-K1-D8 
BLASTN 
g409574 
41 

7.0e-14 
49 
96 

Atriplex nummularia glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) mRNA, complete cds. 
>gi_414 606_emb_X7 5597_ANDAP3DH A. nummularia mRNA for 
glyceraldehyde-3-phosphate dehydrogenase 

Seq. No. 216172 

Seq. ID LIB3147-034-Q1-K1-D9 

Method BLASTX 

NCBI GI g3128173 

BLAST score 539 

E value 3.0e-55 

Match length 119 

% identity 8 6 t 
NCBI Description (AC004521) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 216173 

Seq. ID LIB3147-034-Q1-K1-E10 

Method BLASTX 

NCBI GI g585960 

BLAST score 142 

E value 1.0e-08 

Match length 3 9 

% identity 74 

NCBI Description PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 

>gi_433665_emb_CAA81412_ (Z26753) Sec61 beta-subunit 
homolog [Arabidopsis thaliana] 

Seq. No. 216174 

Seq. ID LIB3147-034-Q1-K1-E11 

Method BLASTX 

NCBI GI g4006860 

BLAST score 472 

E value 2.0e-47 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30236 



Match length 105 
% identity 80 
NCBI Description (Z99707) thiol-disulfide interchange like protein 
[Arabidopsis thaliana] 




216175 

LIB3147-034-Q1-K1-E4 
BLASTX 
gll72977 
366 

3.0e-35 

85 
84 

60S RIBOSOMAL PROTEIN L18 >gi__606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

Seq. No. 216176 

Seq. ID LIB3147-034-Q1-K1-E8 

Method BLASTX 

NCBI GI g4191791 

BLAST score 291 

E value 1.0e-30 

Match length 95 

% identity 68 

NCBI Description (AC005917) putative sf21 {Helianthus annuus} protein 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 216177 

Seq. ID LIB3147-034-Q1-K1-E9 

Method BLASTX 

NCBI GI g3236259 

BLAST score 237 

E value 7.0e-20 

Match length 74 

% identity 57 

NCBI Description (AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 216178 

Seq. ID LIB3147-034-Q1-K1-F10 

Method BLASTX 

NCBI GI gl729868 

BLAST score 543 

E value 9.0e-56 

Match length 139 

% identity 73 

NCBI Description PROBABLE T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) 

(CCT-BETA) >gi_1177337_emb_CAA93213_ (Z69239) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 216179 

Seq. ID LIB3147-034-Q1-K1-F4 

Method BLASTX 

NCBI GI g2288986 

BLAST score 349 

E value 3.0e-33 

Match length 97 



30237 



(I 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC002335) glyoxalase II isolog [Arabidopsis thaliana] 
216180 

LIB3147-034-Q1-K1-F5 

BLASTN 

g2865522 

43 

4.0e-15 

71 
90 

Lavatera thuringiaca cold regulated LTCOR18 (LtCorl8) mRNA, 
complete cds 

216181 

LIB3147-034-Q1-K1-F6 

BLASTX 

g2369714 

474 

6.0e-48 

91 

97 

(Z97178) elongation factor 2 [Beta vulgaris] 
216182 

LIB3147-034-Q1-K1-F8 

BLASTX 

g4262250 

482 

8.0e-49 

97 
94 

(AC006200) putative aldolase [Arabidopsis thaliana] 



216183 

LIB3147-034-Q1-K1-F9 

BLASTX 

g2662341 

542 

1.0e-55 
123 

89 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660__ 

[Oryza sativa] 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Matph length 

% identity 

NCBI Description 



216184 

LIB3147-034-Q1-K1-G1 

BLASTX 

g2392769 

284 

1.0e-25 

89 
64 

(AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 



30238 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216185 

LIB3147-034-Q1-K1-G12 

BLASTX 

g3608133 

254 

7.0e-22 

68 

66 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
216186 

LIB3147-034-Q1-K1-G4 

BLASTX 

gl928981 

444 

2.0e-44 

97 

56 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassxca 
oleracea var. botrytis] 



Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216187 

LIB3147-034-Q1-K1-H6 

BLASTX 

g4262186 

396 

9.0e-39 

94 
82 

(AC005508) 
thaliana] 



Highly similar to cullin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216188 

LIB3147-035-Q1-K1-A2 

BLASTX 

g3869088 

539 

2.0e-55 

104 

99 

(AB019427) elongation factor- 1 alpha [Nicotiana paniculata] 
216189 

LIB3147-035-Q1-K1-A3 

BLASTX 

gl439609 

115 

3.0e-13 

62 
74 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



216190 

LIB3147-035-Q1-K1-A6 
BLASTX 



30239 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



g2497753 
345 

2.0e-32 

114 

53 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 

216191 

LIB3147-035-Q1-K1-A7 

BLASTX 

g3738289 

261 

1.0e-22 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



72 

(AC005309) 



Not56-like protein [Arabidopsis thaliana] 



216192 

LIB3147-035-Q1-K1-A8 

BLASTX 

gll36586 

166 

2.0e-ll 

74 
49 

(U41744) PDGF associated protein [Rattus norvegicus] 

>gi_1589641_prf 2211382A platelet-derived growth 

factor-associated protein [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216193 

LIB3147-035-Q1-K1-B5 

BLASTX 

g3860251 

504 

4.0e-51 

118 

81 

(AC005824) putative permease [Arabidopsis thaliana] 
216194 

LIB3147-035-Q1-K1-B6 

BLASTX 

g3860251 

502 

6.0e-51 

119 
79 

(AC005824) putative permease [Arabidopsis thalxana] 
216195 

LIB3147-035-Q1-K1-B8 

BLASTX 

gl008904 

504 

4.0e-51 



30240 



.Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

88 . 1 

(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 

216196 

LIB3147-035-Q1-K1-C3 

BLASTX 

g3023751 

343 

3.0e-32 

129 
36 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 677 2_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216197 

LIB3147-035-Q1-K1-C5 

BLASTX 

gl351279 

296 

9.0e-27 

90 

69 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216198 

LIB3147-035-Q1-K1-C6 

BLASTX 

g3193296 

279 

5.0e-25 

92 

57 

(AF069298) similar to pectinesterase [Arabrdopsis thaliana] 
216199 

LIB3147-035-Q1-K1-C7 

BLASTX 

g2529707 

290 

4 .Oe-26 

139 
42 

(AF001434) Hpast [Homo sapiens] 
216200 

LIB3147-035-Q1-K1-C8 

BLASTX 

g2506139 

618 

2.0e-64 
145 



30241 



% identity 

NCBI Description 



84 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216201 

LIB3147-035-Q1-K1-D2 

BLASTX 

g4432860 

398 

1.0e-38 

144 
19 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

216202 

LIB3147-035-Q1-K1-D3 

BLASTX 

g4512619 

144 

6.0e-09 

51 

57 

(AC004793) This gene is a member of the formyl transferase 
family PF_00551 and may be a pseudogene of gb_X74767 
phosphoribosylglycinamide formyl transferase (PUR3) from 
Arabidopsis thaliana since our sequence differs from PUR3 

216203 

LIB3147-035-Q1-K1-D7 

BLASTX 

g2462746 

654 

8.0e-69 
137 
92 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



216204 

LIB3147-035-Q1-K1-D8 

BLASTX 

gl346675 

676 

3.0e-71 

140 

91 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
>gi_499112 (U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



216205 

LIB3147-035-Q1-K1-E1 

BLASTX 

g4185515 

343 



30242 



E value 


2.0e-32 


Match length 


94 


% identity 


68 


NCBI Description 


(AF102824) actin depolymerizing factor 6 [Arabidopsis 




thaliana] 


Seq. No. 


216206 


Seq. ID 


LIB3147-035-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


646 


E value 


8 . Oe-68 


Match length 


128 


% identity 


98 


NCBI Description 


(AC000104) Strong similarity to 60S ribosomal protein L17 




(gb X01694). EST gb AA042332 comes from this gene. 




[Arabidopsis thaliana] 


Seq, No. 


216207 


Seq. ID 


LIB3147-035-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4263048 


BLAST score 


179 


E value 


5.0e-13 


Match lencrth 


52 


% ident i t v 


58 
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Seq. No. 


216208 


Seq. ID 


LIB3147-035-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


629 


E value 


8 . 0e-66 


Match length 


146 


% identity 


82 


NCBI Description 


(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 




crvstal Linnml 


Seq. No. 


216209 


Seq. ID 


LIB314 7-035-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl!74592 


BLAST score 


726 


E value 


3.0e-77 


Match length 


145 


% identity 


99 


NCBI Dpsrri Dl"i on 


TUBULIN ALPHA-1 CHAIN >ai 2119270 oir S60233 aloha-tubulin 




- garden pea >gi 525332 (U12589) alpha-- tubulin [Pisum 




ca f- i vniTt 1 
o a >w _i_ v hill j 


Seq. No. 


216210 


Seq. ID 


LIB314 7-035-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


465 


E value 


1.0e-46 



30243 



CI 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
77 

(AC005169) 



unknown protein [Arabidopsis thaliana] 



216211 

LIB3147-035-Q1-K1-F6 

BLASTX 

g4559388 

566 

2.0e-58 

143 

73 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
216212 

LIB3147-035-Q1-K1-F7 

BLASTX 

gl730108 

553 

6.0e-57 

144 

73 

LEUCOANTHOCYANIDIN D I OXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_48684 8jpir S36233 flavanone 3-hydroxylase 

homolog - garden petunia 

216213 

LIB3147-035-Q1-K1-G1 

BLASTX 

g2384760 

201 

8.0e-16 

40 
90 

(AF016897) GDP dissociation inhibitor protein OsGDI2 [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216214 

LIB3147-035-Q1-K1-G12 

BLASTX 

g3080401 

97 

6.0e-10 

71 

53 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_44 55265_emb_CAB36801.1__ (AL035527) putative protein 
[Arabidopsis thaliana] 

216215 

LIB3147-035-Q1-K1-G8 

BLASTX 

g2244734 

426 

5.0e-42 

89 
94 



30244 



NCBI Description (D88414) actin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216216 

LIB3147-035-Q1-K1-H1 

BLASTX 

g3668082 

347 

8.0e-33 

118 

56 

(AC004 667) putative DAL1 protein [Arabidopsis thaliana] 
216217 

LIB3147-035-Q1-K1-H2 

BLASTX 

g3152618 

284 

2.0e-25 

63 

79 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216218 

LIB3147-035-Q1-K1-H5 

BLASTX 

gl200205 

163 

3.0e-23 

107 
53 

(X95753) DAG [Antirrhinum majus] 
216219 

LIB3147-036-Q1-K1-A1 

BLASTX 

g3913927 

510 

7.0e-52 

141 

70 

ACID BETA- FRUCTOFURANOS I DASE PRECURSOR (ACID 
SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 

(VACUOLAR INVERTASE) >gi_108 4382_pir S55521 

beta-fructofuranosidase (EC 3.2.1.2 6) - fava bean 
>gi_8 61159_emb__CAA89992_ (Z49831) vacuolar invertase; 
beta-fructofuranosidase [Vicia faba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216220 

LIB3147-036-Q1-K1-A10 

BLASTX 

gl710551 

240 

2.0e-20 

51 

86 



30245 



(1 



NCBI Description 60S RIBOSOMAL PROTEIN L39 >gi_1177 369_emb_CAA64728_ 

(X95458) ribosomal protein L39 [Zea mays] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216221 

LIB314 7-036-Q1-K1-A11 

BLASTX 

g730645 

512 

5.0e-52 
124 
8 2 

40S RIBOSOMAL PROTEIN S15 >gi_629556__pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi 313188 emb_CAA8 0 6 8 1_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7 044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216222 

LIB3147-036-Q1-K1-A12 

BLASTX 

g730645 

160 

5.0e-ll 

103 
47 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi 313188 emb_CAA8 0 6 8 1_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7 044 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216223 

LIB3147-036-Q1-K1-A2 

BLASTX 

gl332579 

285 

1.0e-25 

62 
9 

(X98063) polyubiquitin [Pinus sylvestris] 
216224 

LIB3147-036-Q1-K1-A4 

BLASTX 

g3335335 

287 

2.0e-37 

97 

73 

(AC004512) ESTs gb_F14113 and gb_T42122 come from this 
region. [Arabidopsis thaliana] 



30246 



Seq. No. 216225 

Seq. ID LIB3147-036-Q1-K1-A5 

Method BLASTX 

NCBI GI g629564 

BLAST score 240 

E value 4.0e-39 

Match length 107 

% identity 7 9 

NCBI Description ubiquitin— protein ligase (EC 6.3.2.19) - Arabidopsis 
thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216226 

LIB3147-036-Q1-K1-A9 

BLASTX 

g82035 

301 

2.0e-27 

144 
29 

ricin E - castor bean 
E beta chain [Ricinus 



(fragment) >gi_169715 (M17631) ricin 
communis] >gi_2258 96_prf 1402359A 



ricin E [Ricinus communis] 



Seq. No. 216227 

Seq. ID LIB3147-036-Q1-K1-B10 

Method BLASTX 

NCBI GI g4371282 

BLAST score 381 

E value 8.0e-37 

Match length 88 

% identity 81 

NCBI Description (AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216228 

LIB3W7-036-Q1-K1-B11 

BLASTX 

g4371282 

329 

1.0e-30 

80 
76 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216229 

LIB3147-036-Q1-K1-B4 

BLASTX 

g3036802 

285 

7.0e-26 

81 

63 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_38 058 64_embjCAA214 84_ (AL031986) putative protein 
[Arabidopsis thaliana] 



. 30247 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216230 

LIB3147-036-Q1-K1-B5 

BLASTX 

g2281639 

274 

3.0e-24 

133 

37 

(AF003100) AP2 domain containing protein RAP2 . 7 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216231 

LIB3147-036-Q1-K1-B8 

BLASTX 

g3036802 

262 

4.0e-23 

91 

55 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_38 05864_emb_CAA214 84_ (AL031986) putative protein 
[Arabidopsis thaliana] 

216232 

LIB3147-036-Q1-K1-C1 

BLASTX 

gl346675 

605 

4.0e-63 

123 

93 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
>gi_4 99112 (U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216233 

LIB3147-036-Q1-K1-C12 

BLASTX 

g3334115 

682 

5.0e-72 

142 

61 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216234 

LIB3147-036-Q1-K1-C3 

BLASTX 

gl389640 

433 

8.0e-43 

136 
67 



30248 



NCBI Description (D86052) PNDKN1 [Pisum sativum] 



Seq. No. 216235 

Seq. ID LIB3147-036-Q1-K1-C4 

Method BLASTX 

NCBI GI g4539399 

BLAST score 166 

E value 4.0e-12 

Match length 35 

% identity 94 

NCBI Description (AL035526) ras-like GTP-binding protein [Arabxdopsis 
thaliana] 



Seq. No. 216236 

Seq. ID LIB3147-036-Q1-K1-C5 

Method BLASTX 

NCBI GI g3885882 

BLAST score 195 

E value 1.0e-21 

Match length 68 

% identity 75 . 
NCBI Description (AF093629) inorganic pyrophosphatase [Oryza sativa] 

216237 

LIB3147-036-Q1-K1-C6 
BLASTX 
g730512 
389 

9.0e-38 

96 
8 2 

RAS -RELATED PROTEIN RIC2 >gi_481506_pir S38741 GTP-binding 

protein ric2 - rice >gi_218228_dbj_BAA02904_ (D13758) 
ras-related GTP binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'216238 

LIB3147-036-Q1-K1-D1 

BLASTX 

gl911774 

185 

1.0e-13 

78 
41 

(S83364) putative Rab5-interacting protein {clone Ll-57} 
[human, HeLa cells, Peptide Partial, 122 aa] [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216239 

LIB3147-036-Q1-K1-D2 

BLASTX 

g3885329 

326 

3.0e-30 

92 
70 

(AC005623) alien-like protein [Arabidopsis thaliana] 



Seq. No. 



216240 



30249 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-036-Q1-K1-D5 

BLASTX 

g2191150 

407 

8.0e-40 

115 
31 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

216241 

LIB3147-036-Q1-K1-D6 

BLASTX 

g3980396 

276 

1.0e-24 

88 
62 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 

216242 

LIB3147-036-Q1-K1-D7 

BLASTX 

g231536 

564 

4.0e-58 

144 

75 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683j?ir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi 16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 


216243 


Seq. ID 


LIB3147-036-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


380 


E value 


1.0e-36 


Match length 


80 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


216244 


Seq. ID 


LIB3147-036-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g417745 


BLAST score 


731 


E value 


1.0e-77 


Match length 


155 


% identity 


90 


NCBI Description 


ADENOSYLHOMOCYSTEINASE (S 



-L-HOMOCYSTEINE 



30250 



S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216245 

LIB3147-036-Q1-K1-E1 

BLASTX 

gl22106 

433 

8.0e-43 

86 
100 

HISTONE H4 >gi_70771__pir HSZM4 histone H4 - maize 

>gi_81642j?ir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi__166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_l 68499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216246 

LIB3147-036-Q1-K1-E2 

BLASTX 

gl22106 

422 

2.0e-41 

88 
97 

HISTONE H4 >gi_7 0771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028j?ir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_18 06285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216247 

LIB3147-036-Q1-K1-E3 

BLASTX 

gl'708110 

249 

2.0e-21 
101 



30251 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

HISTONE 
CH-III) 
histone 
histone 
histone 
histone 
histone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



H4 >gi_2119025_pir S59586 histone H4 (clone 

- Chlamydomonas reinhardtii >gi_2119027_pir S59124 

H4 - Chlamydomonas reinhardtii >gi_571471 (U16724) 
H4 [Chlamydomonas reinhardtii] >gi_571476 (U16725) 
H4 [Chlamydomonas reinhardtii] >gi_576634 (U16825) 
H4 [Chlamydomonas reinhardtii] >gi_790701 (L41841) 
H4 [Chlamydomonas reinhardtii] 



216248 

LIB3147-036-Q1-K1-E5 

BLASTX 

g266972 

204 

5.0e-16 

54 
65 

4 OS RIBOSOMAL 
protein S29 



S29 >gi_63188 
1362934_pir 



PROTEIN 
rat >gi 

S29 - human >gi_57133_emb_CAA417 78_ 
protein S29 [Rattus norvegicus] >gi 
ribosomal protein S29 [Homo sapiens 
homologous to antisense sequence of 
[Homo sapiens] >gi_1220418 (L31609) 
[Mus musculus] >gi_1513230 (U66372) 

[Bos taurus] >giJL09694 5_prf 21132 

S29 [Homo sapiens] >gi_4506717_ref J 
ribosomal protein S29 



4_pir S30298 ribosomal 

S55919 ribosomal protein 

(X59051) ribosomal 
_550027 (U14973) 
] >gi_1220361 (L31610) 
krev-1, anti oncogene 
S29 ribosomal protein 
ribosomal protein S29 
00H ribosomal protein 
NP_001023.1_pRPS2 9_ 



216249 

LIB3147-036-Q1-K1-E8 

BLASTX 

g3334320 

524 

2.0e-53 

116 

91 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

216250 

LIB3147-036-Q1-K1-E9 

BLASTX 

g420285 

229 

6.0e-19 

98 
48 

nucleolus-cytoplasm shuttle phosphoprotein - rat 
216251 

LIB3147-036-Q1-K1-F1 

BLASTX 

g2580438 

173 

2.0e-12 

55 



30252 



% identity 


64 




NCBI Description 


(D87260) PCF1 [Oryza sativa] 


Seq. No. 


216252 




Seq. ID 


LIB3147-036-Q1-K1-F10 




Method 


1—| T 7\ o m \7 

BLASTX 




NCBI GI 


g4z bZ 14 (J 




BLAST score 


o o o 
OOZ 




E value 


o . Ue- ji 




Match length 


"ITT 

111 




% identity 






NCBI Description 


f arnfiR97R^ nut- at- H \rp> P- 


.f vnp Hi 


Seq. No. 


ZlbZDo 




Seq. ID 


LIB3147-036-Q1-K1-F11 




Method 


BLASTX 




NCBI GI 


gll /zy / / 




BLAST score 


ZDl 




E value 


o . ue-zz 




Match length 


DO 




% identity 


o o 




NCBI Description 


60S RIBOSOMAL PRulhjlN 


Ltio >gi 




ilDOSUUlai piULclII J_iJ_0 


]_ r\±. CXiJA. Li 


Seq. No. 


216254 




Seq. ID 


LIB3147-036-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


gl731144 




BLAST score 


164 




E value 


2.0e-ll 




Match length 


129 





% identity 

NCBI Description 



2 IN CHROMOSOME III 
similar to the yeast 



33 

HYPOTHETICAL 28.6 KD PROTEIN T07A5 
>gi_3879519_emb_CAA88132_ (Z48055) 
hypothetical protein YK10 (Swiss Prot accession number 
P36125); cDNA EST EMBL:C11826 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216255 

LIB3147-036-Q1-K1-G4 

BLASTX 

g4512619 

267 

2.0e-23 

77 
65 

(AC004793) This gene is a member of the formyl transferase 
family PF_00551 and may be a pseudogene of gb_X74767 
phosphoribosylglycinamide formyl transferase (PUR3) from 
Arabidopsis thaliana since our sequence differs from PUR3 

216256 

LIB314 7-036-Q1-K1-G6 

BLASTX 

g2662341 

706 

7.0e-75 



30253 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
96 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2 66234 7_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

216257 

LIB3147-036-Q1-K1-G7 

BLASTX 

gl694976 

383 

5.0e-37 

106 
68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



216258 

LIB3147-036-Q1-K1-G8 

BLASTX 

g2642157 

341 

3.0e-55 

145 

70 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
216259 

LIB3147-036-Q1-K1-H4 

BLASTX 

g3319355 

342 

3.0e-32 

120 

62 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

216260 

LIB3147-036-Q1-K1-H5 

BLASTX 

g3319355 

470 

2.0e-52 

114 
92 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

216261 

LIB3147-036-Q1-K1-H6 

BLASTX 

g3892057 

497 

2.0e-50 



30254 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



122 
48 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
216262 

LIB3147-037-Q1-K1-A12 

BLASTX 

g2351374 

381 

1.0e-36 

82 
89 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

216263 

LIB3147-037-Q1-K1-A4 

BLASTX 

gl70352 

121 

1.0e-12 

43 

16 

(M74101) hexameric polyubiquitin [Nicotiana sylvestris] 
>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi_4115333 (L81139) ubiquitin [Pisum sativum] >gi_4115335 
(L81140) ubiquitin [Pisum sativum] 

216264 

LIB3147-037-Q1-K1-A5 

BLASTX 

g4193388 

459 

7.0e-46 

97 
89 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

216265 

LIB3147-037-Q1-K1-A7 

BLASTX 

gl00525 

517 

6.0e-53 

107 

23 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 

216266 

LIB3147-037-Q1-K1-A8 

BLASTN 

g2687434 

305 

1.0e-171 



30255 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

216267 

LIB3147-037-Q1-K1-A9 

BLASTN 

g871509 

41 

5.0e-14 

53 

94 

P. sativum mRNA for small GTP-binding protein (clone pGTP6) 
216268 

LIB3147-037-Q1-K1-B5 

BLASTN 

gll61925 

45 

4 .Oe-16 

89 
88 

Glycine max alpha-carboxyltransferase aCT-1 precursor mRNA, 
complete cds 

216269 

LIB3147-037-Q1-K1-B6 

BLAST X 

g445613 

424 

8.0e-42 

120 

70 

ribosomal protein L7 [Solanum tuberosum] 
216270 

LIB3147-037-Q1-K1-B7 

BLASTX 

gl32939 

607 

3.0e-63 

129 

84 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

216271 

LIB3147-037-Q1-K1-B8 

BLASTX 

g2842489 

155 

1.0e-12 

72 
64 

(AL02174 9) putative protein [Arabidopsis thaliana] 



30256 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216272 

LIB3147-037-Q1-K1-B9 

BLASTX 

g464981 

208 

1.0e-16 

40 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216273 

LIB3147-037-Q1-K1-C1 

BLASTX 

g4056480 

160 

8-0e-ll 

61 
49 

(AC005896) putative adenylate kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216274 

LIB3147-037-Q1-K1-C10 

BLASTX 

g2811029 

340 

3.0e-32 

94 

70 

ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNI THINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216275 

LIB3147-037-Q1-K1-C11 

BLASTX 

g4467157 

186 

7.0e-14 

114 

38 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216276 

LIB3147-037-Q1-K1-C2 

BLASTX 

g2708314 

337 

1.0e-31 

127 
32 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi_4104541 (AF036939) protein disulfide 



30257 



isomerase [Chlamydomonas reinhardtii] 



Seq. No. 


216277 


O tr • x l> 


LTR31 47-037-O1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl916290 


BLAST score 


232 


E value 


3.0e-19 


Match length 


135 


% identity 


41 


NCBI Description 


(U89876) ALY [Mus musculus] 


Seq. No. 


216278 


Seq. ID 


LIB3147-037-Q1-K1-C8 


rJS LllOu 


RT fl^TY 
x3J_irlO 1 A 


NCBI GI 


g4158232 


BLAST score 


581 


E value 


3.0e-60 


Match length 


118 


% identity 


92 


NCBI Description 


(Y18626) reversibly glycosy 




aestivum] 


Seq. No. 


216279 


oeq. ijj 


t td^I A 7-.Pl "37 — Pil — T<H —Til 1 


Method 


BLASTX 


NCBI GI 


g3832528 


BLAST score 


180 


E value 


3.0e-13 


Match length 


114 


% identity 


39 


NCBI Description 


(AF100167) unknown [Glycine 


Seq. No. 


216280 


Seq. ID 


LIB3147-037-Q1-K1-D12 


Method 


BLAST N 


NCBI GI 


gl297184 


BLAST score 


35 


E value 


4 .Oe-10 


Match length 


170 


% identity 


84 



NCBI Description 



Arabidopsis thaliana chromosome I cosmid g82 61 DNA 
(cytosine-5-) methyltransf erase, zinc finger protein 1, 
nucleoporin 98, poly A+ RNA export protein, plasma membrane 
ATPase 2, and serine/threonine protein kinase genes, co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216281 

LIB314 7-037-Q1-K1-D3 

BLASTN 

g3355463 

33 

6.0e-09 

57 

89 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



30258 



Seq. No. 


216282 


Seq. ID 


LIB3147-037-Q1-K1-D5 


Method 


BLASTX 






BLAST score 


578 


E value 


8.0e-60 


Match length 


146 


% identity 


73 


NCBI Description 


(U51192) peroxidase 


Seq. No. 


216283 


Seq. ID 


LIB3147-037-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4206209 


BLAST score 


240 


E value 


3.0e-20 


Match length 


60 


% identity 


68 


NCBI Description 


(AF071527) putative 



thaliana] >gi_426304 2_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 


216284 


Seq. ID 


LIB3147-037-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2431771 


BLAST score 


251 


E value 


2.0e-21 


Match length 


113 


% identity 


48 


NCBI Description 


(U62753) acidic ribosoma 


Seq. No. 


216285 


Seq. ID 


LIB3147-037-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g!350680 


BLAST score 


424 


E value 


5.0e-42 


Match length 


102 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


216286 


Seq. ID 


LIB3147-037-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


34 


E value 


2.0e-09 


Match length 


122 


% identity 


82 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


216287 


Seq. ID 


LIB314 7-037-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2961346 



30259 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



565 

2.0e-58 

131 

79 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 

216288 

LIB3147-037-Q1-K1-E3 

BLASTX 

gl346524 

479 

3.0e-48 

101 

93 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOS YLTRANS FERASE ) (ADOMET SYNTHETASE) >gi_4 97900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216289 

LIB3147-037-Q1-K1-E4 

BLASTX 

g4539292 

456 

1.0e-45 

97 

86 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



216290 

LIB3147-037-Q1-K1-E5 

BLASTN 

g3046856 

33 

6.0e-09 

203 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI22, complete sequence [Arabidopsis thaliana] 

216291 

LIB3147-037-Q1-K1-E6 

BLASTX 

g2351374 

621 

6.0e-65 

138 
87 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

216292 

LIB3147-037-Q1-K1-E7 

BLASTX 

gl346524 



30260 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396 

2.0e-38 

101 

79 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_497900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216293 

LIB3147-037-Q1-K1-E9 

BLASTX 

g4539405 

402 

2.0e-39 

93 
82 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 



Seq. No. 
,S.eq., I%- * 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



216294 

LIB3147-037-Q1-K1-F10 

BLASTX 

g3878119 

310 

2.0e-28 

126 

46 

(Z49068) similar to GTP-binding protein; cDNA EST 
EMBL:M89111 comes from this gene; cDNA EST EMBL:D27709 
comes from this gene; cDNA EST EMBL:D27708 comes from this 
gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 


216295 


Seq. ID 


LIB3147-037-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3269289 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


45 


% identity 


71 


NCBI Description 


(AL030978) putative protein 


Seq. No. 


216296 


Seq. ID 


LIB3147-037-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2497538 


BLAST score 


306 


E value 


6.0e-28 


Match length 


145 


% identity 


45 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC 



pyruvate kinase [Glycine max] 



Seq. No. 
Seq. ID 



216297 

LIB3147-037-Q1-K1-F9 



30261 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl23539 

292 

1.0e-26 

82 
67 

17.5 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.5-E) >gi_169987 
(M11395) small heat shock protein [Glycine max] 

216298 

LIB3147-037-Q1-K1-G1 

BLASTX 

g2760830 

638 

6.0e-67 

127 

88 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216299 

LIB3147-037-Q1-K1-G12 
BLASTX 
g3123745 
649 

4.0e-68 
146 
84 

(AB013447) aluminum-induced [Brassica napus] 
216300 

LIB3147-037-Q1-K1-G3 
BLASTX 
g232274 
408 

2.0e-41 

135 
67 

17.6 KD CLASS II HEAT SHOCK PROTEIN >gi_7 14 99_pir_ 
heat shock protein 17.6-II - Arabidopsis thaliana 
>gi_16338_emb_CAA45039_ (X63443) heat shock protein 17.6- 
[Arabidopsis thaliana] 

216301 

LIB3147-037-Q1-K1-G4 

BLASTX 

g3879145 

139 

1.0e-08 

59 
46 

(Z93386) predicted using Genefinder; Similarity to Human 
placenta (DIFF33) protein (TR:Q13530); cDNA EST ykl98all.5 
comes from this gene [Caenorhabditis elegans] 



HHMU17 



■II 



Seq. No. 
Seq. ID 



216302 

LIB3147-037-Q1-K1-G5 



30262 



Method 


BLASTX 


NCBI GI 


g2497543 


BLAST score 


658 


E value 


3 . 0e-69 


Match length 


136 


% identity 


97 


NCBI Description 


PYRUVATE 




pyruvate 




(Z29492) 


Seq. No. 


216303 


Seq. ID 


LIB3147-0 


Method 


BLASTN 


NCBI GI 


g603218 


BLAST score 


45 


E value 


3.0e-16 


Match length 


85 


% identity 


88 


NCBI Description 


Medicago 



:YTOSOLIC ISOZYME >gi_542061jpir S41379 

common tobacco >gi_4 4 4 023_emb_CAA82 628_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete cds 
216304 

LIB3147-037-Q1-K1-G8 

BLASTX 

g533084 

281 

5.0e-25 

73 
71 

(U07597) delta-9 stearoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

216305 

LIB3147-037-Q1-K1-G9 

BLASTN 

gl006830 

33 

5.0e-09 

33 
100 

Gossypium hirsutum acyl-CoA-binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216306 

LIB3147-037-Q1-K1-H10 

BLASTX 

g584795 

150 

9.0e-10 

52 
60 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) >gi_170295 (M80490) 
plasma membrane H+ ATPase [Nicotiana plumbaginif olia] 



Seq. No. 
Seq. ID 
Method 



216307 

LIB3147-037-Q1-K1-H3 
BLASTX 



30263 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll74448 
328 

2.0e-30 

121 

58 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216308 

LIB3147-037-Q1-K1-H5 

BLASTX 

gl!72558 

320 

1.0e-29 

115 
54 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819__emb_CAA80988_ (Z25540) Porin [Pisum sativum] 



Seq. No. 


216309 


Seq. ID 


LIB3147-037-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl922937 


BLAST score 


261 


E value 


7.0e-23 


Match length 


91 


% identity 


56 


NCBI Description 


(AC000106) Similar to Glycine SRC2 (gb_AB000130) . ESTs 


gb H76869,gb T21700, gb_ATTS508 9 come from this gene. 




[Arabidopsis thaliana] 


Seq. No* 


216310 


Seq. ID 


LIB3147-037-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2431771 


BLAST score 


252 


E value 


1.0e-21 


Match length 


113 


% identity 


48 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


Seq. No. 


216311 


Seq. ID 


LIB3147-037-Q1-K2-A11 


Method 


BLASTX 


NCBI GI 


g967125 


BLAST score 


475 


E value 


8.0e-48 


Match length 


99 


% identity 


59 


NCBI Description 


(U08140) calcium dependent protein kinase [Vigna radiat 


Seq. No. 


216312 


Seq. ID 


LIB314 7-037-Q1-K2-A12 



30264 



# 



Method 


BLASTX 


NCBI GI 


g2351374 




^7^ 


E value 


7.0e-36 


Match length 


81 


% identity 


88 


NCBI Description 


(U54560) putative 26S proteasome subunit athMOV34 




[Arabidopsis thaliana] 


Seq. No. 


216313 


Seq. ID 


LIB3147-037-Q1-K2-A2 


Method 


BLASTX 


NCBI GI 


g3386546 


r>J_i.riD 1 SCOIc 


1 A Q 
j. y z> 


E value 


1.0e-09 


Match length 


55 


% identity 


56 


NCBI Description 


(AF07 9503) H-protein promoter binding factor-2a 




[Arabidopsis thaliana] 


Seq. No. 


216314 


Seq. ID 


LIB3147-037-Q1-K2-A4 


Method 


BLASTX 




rrl 7 0^4 
y l / uj j 1 ! 


BLAST score 


212 


E value 


3.0e-17 


Match length 


42 


% identity 


20 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylve 


Seq. No. 


216315 


Seq. ID 


LIB3147-037-Q1-K2-A5 


Method 


BLASTX 


NCBI GI 


g549063 


BLAST score 


296 


E value 


2.0e-27 






% identity 


85 


NCBI Description 


T RAN SLAT I ON ALLY CONTROLLED TUMOR PROTEIN H0M0L0G ( 




>gi 10724 64 pir A38 958 IgE-dependent hist amine -re 




factor homolog - rice >gi_303835_dbj_BAA02151__ (Dl 




21kd polypeptide [Oryza sativa] 


Seq. No. 


216316 


Seq. ID 


LIB3147-037-Q1-K2-A7 


Method 


BLASTX 


NTPRT PT 




BLAST score 


634 


E value 


2.0e-66 


Match length 


136 


% identity 


31 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


216317 


Seq. ID 


LIB3147-037-Q1-K2-A8 


Method 


BLASTN 


NCBI GI 


g2687434 



30265 



RT 7\ QT o r~> r~\ 
IDJ-trlOl otUIc 


1 

JL Z? 


E value 


1.0e-104 


Match length 


272 


% identity 


93 


NCBI Description 


Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 




partial sequence 


Seq. No. 


216318 


Seq. ID 


LIB3147-037-Q1-K2-A9 


Method 


BLASTX 






BLAST score 


249 


E value 


2.0e-21 


Match length 


70 


% identity 


74 


NCBI Description 


(U38471) small GTP-binding protein rab [Brassica rapa] 


Seq. No. 


216319 


Seq. ID 


LIB3147-037-Q1-K2-B5 


Method 


BLASTN 


NCBI GI 


gll61925 


tsLiAo i score 




E value 


5.0e-09 


Match length 


77 


% identity 


86 


NCBI Description 


Glycine max alpha-carboxyltransf erase aCT-1 precursor mRNA, 




complete cds 


Seq. No. 


216320 


Seq. ID 


LIB3147-037-Q1-K2-B6 


Method 


BLASTX 


JNLfcSl bl 


g4 4o oio 


BLAST score 


441 


E value 


8.0e-44 


Match length 


119 


% identity 


73 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


216321 


Seq. ID 


LIB3147-037-Q1-K2-B7 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


628 


E value 


y . u e o o 


Match length 


135 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir S38359 ribosomal 




protein L3 - rice >gi_303853__dbj_BAA02155_ (D12630) 




ribosomal protein L3 [Oryza sativa] 


Seq. No. 


216322 


Seq. ID 


LIB3147-037-QI-K2-B8 


Method 


BLASTX 


NCBI GI 


g2842489 


BLAST score 


243 


E value 


6.0e-21 


Match length 


79 



30266 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



65 

(AL021749) 



putative protein [Arabidopsis thaliana] 



216323 

LIB3147-037-Q1-K2-B9 

BLASTX 

g464981 

210 

6.0e-17 

40 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

216324 

LIB3147-037-Q1-K2-C10 

BLASTX 

g2811029 

447 

2.0e-44 

135 
64 

ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNI THINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 

216325 

LIB3147-037-Q1-K2-C2 

BLASTX 

g2708314 

318 

2.0e-29 

116 

30 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi_4104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 

216326 

LIB3147-037-Q1-K2-C3 

BLASTX 

gl916290 

221 

4.0e-18 

78 
56 

(U89876) ALY [Mus musculus] 
216327 

LIB314 7-037-Q1-K2-C8 

BLASTX 

g4158232 

566 

2.0e-58 
113 



30267 



% identity 

NCBI Description 



93 

(Y18626) reversibiy glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 


216328 


Seq. ID 


LIB3147-037-Q1-K2-D11 


Method 


BLASTX 


NCBI GI 


g3832528 


BLAST score 


182 


E value 


2.0e-13 


Match length 


114 


% identity 


39 


NCBI Description 


(AF100167) unknown [Glycine max] 


Seq. No. 


216329 


Seq. ID 


LIB3147-037-Q1-K2-D3 


Method 


BLASTN 


NCBI GI 


g3355463 


BLAST score 


33 


E value 


5.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


216330 


Seq. ID 


LIB3147-037-Q1-K2-D5 


Method 


BLASTX 


NCBI GI 


g4204761 


BLAST score 


299 


E value 


3.0e-27 


Match length 


105 


% identity 


60 


NCBI Description 


(U51192) peroxidase precursor 


Seq. No. 


216331 


Seq. ID 


LIB3147-037-Q1-K2-D9 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


189 


E value 


7.0e-15 


Match length 


56 


% identity 


71 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN 




(X78213) 60s acidic ribosomal 




argentatum] 


Seq. No. 


216332 


Seq. ID 


LIB3147-037-Q1-K2-E2 


Method 


BLASTX 


NCBI GI 


g3176687 


BLAST score 


511 


E value 


5.0e-52 


Match length 


132 



% identity 

NCBI Description 



73 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 



30268 



gb_Z97344. ESTs gb_H37594, gb__R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



216333 

LIB3147-037-Q1-K2-E3 

BLASTX 

gl346524 

495 

4.0e-50 

101 

95 

S-ADENOSYLMETHIONINE 
ADENOSYLTRANSFERASE) 



SYNTHETASE (METHIONINE 
(ADOMET SYNTHETASE) >gi_4 97 900 

[Populus 



(M73430) S-adenosyl methionine synthetase 
deltoides] 



216334 

LIB3147-037-Q1-K2-E5 

BLASTX 

g4539292 

442 

6.0e-44 

97 
84 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

216335 

LIB3147-037-Q1-K2-E6 

BLASTN 

g3046856 

32 

1.0e-08 

114 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI22, complete sequence [Arabidopsis thaliana] 

216336 

LIB3147-037-Q1-K2-E7 

BLASTX 

g730449 

351 

3.0e-39 

104 
75 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398 918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

216337 

LIB314 7-037-Q1-K2-E9 

BLASTX 

g4539405 

539 

3.0e-55 



30269 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 
83 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

216338 

LIB3147-037-Q1-K2-F10 

BLASTX 

g2961346 

339 

7.0e-32 

125 
55 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216339 

LIB3147-037-Q1-K2-F11 

BLASTX 

g3878119 

249 

2.0e-21 

122 
40 

(Z49068) similar to GTP-binding protein; cDNA EST 
EMBL:M8 9111 comes from this gene; cDNA EST EMBL:D27709 
comes from this gene"; cDNA EST EMBL:D27708 comes from this 
gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 


216340 


Seq. ID 


LIB3147- 


Method 


BLASTX 


NCBI GI 


g3269289 


BLAST score 


143 


E value 


2.0e-09 


Match length 


42 


% identity 


67 


NCBI Description 


(AL03097 


Seq. No. 


216341 


Seq. ID 


LIB3147- 


Method 


BLASTX 


NCBI GI 


g2351374 


BLAST score 


535 


E value 


7.0e-57 


Match length 


131 


% identity 


89 


NCBI Description 


(U54560) 



-Q1-K2-F3 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



[Arabidopsis thaliana] 
216342 

LIB3147-037-Q1-K2-F9 

BLASTX 

g3341464 

165 

1.0e-ll 



30270 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
42 

(AJ225046) Hsp20.1 protein [Lycopersicon peruvianum] 
216343 

LIB3147-037-Q1-K2-G1 

BLASTX 

g2760830 

266 

7.0e-24 
55 
89 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216344 

LIB3147-037-Q1-K2-G3 

BLASTX 

g232274 

361 

3.0e-35 

128 
64 

17.6 KD CLASS II HEAT SHOCK PROTEIN >gi_714 99_pir HHMU17 

heat shock protein 17.6-II - Arabidopsis thaliana 
>gi_16338_emb_CAA45039_ (X63443) heat shock protein 17.6-II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216345 

LIB3147-037-Q1-K2-G4 

BLASTX 

g4033429 

283 

3.0e-25 

136 

42 

PYRUVATE KINASE (PK) 
[Eimeria tenella] 



>gi_2854033 (AF043910) pyruvate kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216346 

LIB3147-037-Q1-K2-G6 

BLASTX 

g2497543 

416 

3.0e-41 

89 
96 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_5420 61_pir S41379 

pyruvate kinase - common tobacco >gi_4 4 4 023_emb_CAA82 628_ 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 

216347 

LIB3147-037-Q1-K2-G8 

BLASTX 

g533084 

272 

5.0e-24 



30271 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



73 
70 

(U07597) delta-9 stearoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

216348 

LIB3147-037-Q1-K2-H11 

BLASTN 

gl70293 

44 

1.0e-15 

136 
83 

Nicotiana plumbagini folia plasma-membrane H+ ATPase (pma3) 
mRNA, complete cds 

216349 

LIB3147-037-Q1-K2-H2 

BLASTX 

g2065013 

369 

2.0e-35 

119 

66 

(Y11650) cyclic phosphodiesterase [Arabidopsis thaliana] 
>gi_2 832 621_emb_CAA16750_ (AL021711) cyclic 
phosphodiesterase [Arabidopsis thaliana] 

216350 

LIB3147-037-Q1-K2-H3 

BLASTX 

gll74448 

298 

5.0e-27 

94 
64 

TRANSLOCON -ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

216351 

LIB3147-037-Q1-K2-H6 

BLASTX 

gl724100 

285 

1.0e-25 

111 

53 

(U79765) porin [Mesembryanthemum crystallinum] 
216352 

LIB3147-037-Q1-K2-H9 

BLASTX 

g2431771 

252 

1.0e-21 



30272 



Match length 

% identity 

NCBI Description 



# 

113 
48 

(U62753) acidic ribosomal protein P2b [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216353 

LIB3147-038-Q1-K2-A11 

BLASTX 

g4467153 

418 

3.0e-41 

103 
74 

(AL035540) putative thaumat in-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216354 

LIB3147-038-Q1-K2-A3 

BLASTX 

g2225877 

204 

5.0e-16 

66 

61 

(AB002406) TIP49 [Rattus norvegicus], >gi_4106528 (AF100694) 
Pontin52 [Mus musculus] >gi_452127 6_dbj_BAA7 6313 . 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 

216355 

LIB3147-038-Q1-K2-A4 

BLASTX 

gl304227 

185 

8.0e-19 

107 
46 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804__emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

216356 

LIB3147-038-Q1-K2-A6 

BLASTX 

g4027891 

532 

1.0e-54 
116 

82 

(AF04 9350) alpha-expansin precursor [Nicotiana tabacum] 
216357 

LIB3147-038-Q1-K2-B1 

BLASTX 

g2493130 

210 

9.0e-17 

40 
100 



30273 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



216358 

LIB3147-038-Q1-K2-B4 

BLASTX 

g3165536 

504 

3.0e-51 

125 

74 

(AF067608) 
score: 262 



similar to 
89} (Pfam: 



DEAD-box helicases (Pfam: DEAD.hmm, 
helicase C.hmm, score: 76.21) 



[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216359 

LIB3147-038-Q1-K2-B7 

BLASTX 

gl32944 

468 

4.0e-47 

114 

75 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi__806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

216360 

LIB3147-038-Q1-K2-B8 

BLASTX 

g3309243 

330 

5.0e-31 

103 

67 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216361 

LIB3147-038-Q1-K2-C1 

BLASTX 

g2245098 

584 

1.0e-60 

120 

90 

(Z97343) ribosomal protein [Arabidopsis thaliana] 
216362 

LIB3147-038-Q1-K2-C10 

BLASTX 

g2827536 

227 

8.0e-19 

74 

54 



30274 



NCBI Description (AL021633) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216363 

LIB3147-038-Q1-K2-C12 

BLASTX 

g2792155 

166 

1.0e-ll 

95 
39 

(AJ223291) chalcone reductase [Sesbania rostrata] 



Seq. No. 


216364 


Seq. ID 


LIB3147-038-Q1-K2-C2 


Method 


BLASTX 


NCBI GI 


g2290400 


BLAST score 


221 


E value 


4.0e-18 


Match length 


52 


% identity 


83 


NCBI Description 


(U91339) stearoyl-ACP desaturase 


Seq. No. 


216365 


Seq. ID 


LIB3147-038-Q1-K2-C3 


Method 


BLASTX 


NCBI GI 


g3176709 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


95 


% identity 


38 


NCBI Description 


(AC002392) putative anthranilate 




N-hydroxycinnamoyl/benzoyltransf € 




thaliana] 


Seq. No. 


216366 


Seq. ID 


LIB3147-038-Q1-K2-C5 


Method 


BLASTX 


NCBI GI 


g231660 


BLAST score 


270 


E value 


8.0e-24 


Match length 


120 


% identity 


50 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN (ORF 


Seq. No. 


216367 


Seq. ID 


LIB3147-038-Q1-K2-C6 


Method 


BLASTX 


NCBI GI 


g3264759 


BLAST score 


513 


E value 


2.0e-52 


Match length 


109 


% identity 


90 


NCBI Description 


(AF071889) 40S ribosomal protein 


Seq. No. 


216368 


Seq. ID 


LIB3147-038-Q1-K2-C7 


Method 


BLASTX 



[Helianthus annuus] 



S8 [Prunus armeniaca] 



30275 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31773 
493 

5.0e-50 

121 

83 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 

maize 



(clone MCH2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216369 

LIB3147-038-Q1-K2-C8 

BLASTX 

g2160322 

192 

1.0e-14 

59 

63 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

216370 

LIB3147-038-Q1-K2-D1 

BLASTX 

gl486472 

510 

5.0e-52 

109 

87 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216371 

LIB3147-038-Q1-K2-D11 

BLASTX 

g541979 

458 

6.0e-46 

113 
80 

guanine nucleotide regulatory protein - fava bean 
>gi_303744_dbj_BAA02113_ (D12545) GTP-binding protein 
[Pisum sativum] >gi_452361_emb_CAA827 09_ (Z29592) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738 937_prf 2001457E GTP-binding protein [Pisum 

sativum] >giJL098295_prf 2115367C small GTP-binding 

protein [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216372 

LIB3147-038-Q1-K2-D12 

BLASTX 

g3450889 

493 

5.0e-50 

114 

85 

(AF083890) 19S proteosome subunit 9 



[Arabidopsis thaliana] 



30276 



Seq. No. 


216373 


Seq. ID 


LIB3147-038-Q1-K2-D3 


Method 


BLASTX 


NCBI GI 


g2947070 


BLAST score 


291 


E value 


3.0e-26 


Match length 


107 


% identity 


41 


NCBI Description 


(AC002521) putative Ser/Tt 




thaliana] 


Seq. No. 


216374 


Seq. ID 


LIB3147-038-Q1-K2-D5 


Method 


BLASTX 


NCBI GI 


gz / booo / 


BLAST score 


247 


E value 


4.0e-21 


Match length 


81 


% identity 


69 


NCBI Description 


(Z96936) NAP16kDa protein 


Seq. No. 


216375 


Seq. ID 


LIB3147-038-Q1-K2-E1 


Method 


BLASTX 


NCBI GI 


g3182917 


BLAST score 


336 


E value 


1.0e-31 


Match length 


81 


% identity 


70 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 



(AJ000063) ADP-ribosylation factor 1 
discoideum] 



[Dictyostelium 



Seq. No. 


216376 


Seq. ID 


LIB3147- 


Method 


BLASTX 


NCBI GI 


g2792297 


BLAST score 


280 


E value 


5.0e-25 


Match length 


61 


% identity 


72 


NCBI Description 


(AF03918 


Seq. No. 


216377 


Seq. ID 


LIB3147- 


Method 


BLASTX 


NCBI GI 


gl458245 


BLAST score 


191 


E value 


2.0e-14 


Match length 


119 


% identity 


34 


NCBI Description 


(U64834) 



coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 



Seq. No. 



216378 



30277 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-038-Q1-K2-E6 

BLASTX 

g2244916 

189 

3.0e-14 

113 

32 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
216379 

LIB3147-038-Q1-K2-E7 

BLASTX 

g2950476 

167 

1.0e-ll 

79 
46 

(AL022070) vesicle transport v-snare protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216380 

LIB3147-038-Q1-K2-F11 

BLASTX 

g2911042 

475 

7.0e-48 

104 

86 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

216381 

LIB3147-038-Q1-K2-F2 

BLASTX 

g3600031 

219 

2.0e-18 

56 

70 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216382 

LIB314 7-038-Q1-K2-F4 

BLASTX 

g3123264 

417 

5.0e-41 

85 
91 

60S RIBOSOMAL PROTEIN L27 >gi_224 4857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



216383 

LIB3147-038-Q1-K2-F6 

BLASTX 

g4455203 



30278 



BLAST score 


157 


E value 


1.0e-10 


Match length 


81 


% identity 


24 


NCBI Description 


(AL03544 0) putative protein [Arabidopsis thaliana] 


Seq. No. 


216384 


Seq. ID 


LIB3147-038-Q1-K2-F7 


Method 


BLASTX 






BLAST score 


241 


E value 


1.0e-20 


Match length 


70 


% identity 


66 


NCBI Description 


hypothetical protein - potato 


Seq. No. 


216385 


Seq. ID 


LIB3147-038-Q1-K2-F8 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


4o4 


E value 


1.0e-45 


Match length 


95 


% identity 


94 


NCBI Description 


(Z4 9150) cobalamine- independent methionine ^synthase 




[Solenostemon scutellarioides] 


Seq. No. 


216386 


Seq. ID 


LIB3147-038-Q1-K2-F9 


Method 


BLASTX 


NCBI GI 


gz 9 U yozz 


BLAST score 


168 


E value 


6.0e-12 


Match length 


96 


% identity 


36 


NCBI Description 


(AL021932) ufaAl [Mycobacterium tuberculosis] 


Seq. No. 


216387 


Seq. ID 


LIB314 7-038 -Q1-K2-G10 


Method 


BLASTX 


JNLrsl bl 


_,o A d R A T A 


BLAST score 


367 


E value 


3.0e-35 


Match length 


88 


% identity 


80 


NCBI Description 


(AF022142) flavanone 3beta-hydroxylase [Petunia x 


Seq. No. 


216388 


Seq. ID 


LIB3147-038-Q1-K2-G11 


Method 


BLASTX 


NCBI GI 


gl22006 


BLAST score 


404 


E 'value 


1.0e-39 


Match length 


107 


% identity 


74 



NCBI Description HISTONE H2A >gi_81906_pir JQ1183 histone H2A - garden pea 



30279 



Seq. No.. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216389 

LIB3147-038-Q1-K2-G12 

BLASTX 

g464987 

549 

1.0e-56 

108 
94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 ( UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabrdopsis thaliana 

>gi_297 878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 


216390 


Seq. ID 


LIB3147-038-Q1-K2-G2 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


337 


E value 


1.0e-31 


Match length 


122 


% identity 


62 


NCBI Description 


(AC006266) putative glucosy^ 




thaliana] 


Seq. No. 


216391 


Seq. ID 


LIB3147-038-Q1-K2-G5 


Method 


BLASTN 


NCBI GI 


gl777727 


BLAST score 


66 


E value 


5.0e-29 


Match length 


78 


% identity 


97 


NCBI Description 


Gossypium hirsutum 18S ribo 


Seq. No. 


216392 


Seq. ID 


LIB3147-038-Q1-K2-H1 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


109 


E value 


1.0e-09 


Match length 


86 


% identity 


45 


NCBI Description 


(AC007017) unknown protein 


Seq. No. 


216393 


Seq. ID 


LIB3147-038-Q1-K2-H2 


Method 


BLASTX 


NCBI GI 


g2583123 


BLAST score 


367 


E value 


3.0e-35 


Match length 


85 


% identity 


81 


NCBI Description 


(AC002387) putative nucleot 



thaliana] 



30280 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216394 

LIB3147-038-Q1-K2-H7 

BLASTX 

g4510383 

515 

1.0e-52 

111 

88 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216395 

LIB3147-039-Q1-K1-A1 

BLASTX 

g4063749 

139 

1.0e-08 

85 
22 

(AC005851) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216396 

LIB3147-039-Q1-K1-A11 

BLASTX 

gl769887 

196 

5.0e-17 

106 
51 

(X95736) amino acid permease 6 [Arabidopsis thaliana] 
216397 

LIB314 7-039-Q1-K1-A12 

BLASTX 

g2130089 

222 

1.0e-18 

48 
83 

2-oxoglutarate/malate translocator (clone OMT103) , 
mitochondrial membrane - proso millet 

>gi_11007 4 3_dbj__BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216398 

LIB3147-039-Q1-K1-A4 

BLASTX 

g2632252 

301 

2.0e-27 

109 
57 

(Y124 64) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 
Seq. ID 

Method 



216399 

LIB3147-039-Q1-K1-A7 
BLASTX 



30281 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g 4454464 
464 

1.0e-46 

99 
85 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216400 

LIB3147-039-Q1-K1-B1 

BLASTX 

g4263712 

427 

3.0e-42 

111 

70 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 


216401 


Seq. ID 


LIB3147-039-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2642215 


BLAST score 


317 


E value 


2.0e-29 


Match length 


75 


% identity 


80 


NCBI Description 


(AF030386) NOI protein 


Seq. No. 


216402 


Seq. ID 


LIB3147-039-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


gll244 


BLAST score 


111 


E value 


1.0e-55 


Match length 


187 


% identity 


90 


NCBI Description 


A. thaliana chloroplast 




ribosomal protein 


Seq. No. 


216403 


Seq. ID 


LIB3147-039-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


129 


E value 


1.0e-66 


Match length 


153 


% identity 


96 


NCBI Description 


Eucryphia lucida large 




partial sequence 


Seq. No. 


216404 


Seq. ID 


LIB3147-039-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4567232 


BLAST score 


226 


E value 


1.0e-18 


Match length 


53 



protein [Arabidopsis thaliana] 



DNA for transfer RNA-Ile and 



30282 



# 



% identity 

NCBI Description 



87 

(AC007119) 
thaliana] 



putative 40S ribosomal protein S25 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216405 

LIB3147-039-Q1-K1-B7 

BLASTX 

g2738248 

446 

1.0e-44 

108 
90 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

216406 

LIB3147-039-Q1-K1-B9 

BLASTX 

g2583123 

183 

5.0e-14 

69 
59 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216407 

LIB3147-039-Q1-K1-C3 

BLASTX 

g2829899 

150 

1.0e-09 

64 

47 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 


216408 


Seq. ID 


LIB3147-039-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4455159 


BLAST score 


150 


E value 


1.0e-09 


Match length 


39 


% identity 


67 


NCBI Description 


(AL021687) putative prote 


Seq. No. 


216409 


Seq. ID 


LIB3147-039-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl351279 


BLAST score 


227 


E value 


5.0e-19 


Match length 


51 


% identity 


86 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE 



CYTOSOLIC (TIM) 



30283 



>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



beq . JNO * 


91 £ A 1 fl 
Z X 0 *± A. U 


Seq. ID 


LIB3147-039-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


301 


E value 


2.0e-27 


Match length 


107 


% identity 


62 


NCBI Description 


(AF025667) histone H2B1 [Gossypium 


beq. lm o . 


91 £ A 1 1 


Seq. ID 


LIB3147-039-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4220529 


BLAST score 


400 


E value 


5.0e-39 


Match length 


130 


% identity 


63 


NCBI Description 


(AL035356) putative protein [Arabi 


Seq. No. 




Seq. ID 


LIB3147-039-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


243 


E value 


1.0e-20 


Match length 


59 


% identity 


81 


NCBI Description 


(U87222) elongation factor 1-beta 


beq. JNO. 


9 1 £ A 1 T 


Seq. ID 


LIB3147-039-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3851640 


BLAST score 


498 


E value 


2.0e-50 


Match length 


133 


% identity 


74 


NCBI Description 


(AF098 636) chaperone GrpE type 2 [ 


Seq. No. 


216414 


beq. lu 




Method 


BLASTN 


NCBI GI 


g4204371 


BLAST score 


38 


E value 


6.0e-12 


Match length 


97 


% identity 


90 


NCBI Description 


Zea mays acidic ribosomal protein 




complete cds 


Seq. No. 


216415 


Seq. ID 


LIB3147-039-Q1-K1-D8 


Method 


BLASTX 



[Nicotiana tabacum] 



-2 (rpp2a-2) mRNA, 



30284 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3319355 
299 

1.0e-30 

81 

85 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

216416 

LIB3147-039-Q1-K1-D9 

BLASTX 

g2924520 

600 

2.0e-62 

133 

86 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216417 

LIB3147-039-Q1-K1-E10 

BLASTX 

gl31772 

364 

8.0e-35 

90 

83 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 

maize 



(clone MCH1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216418 

LIB3147-039-Q1-K1-E12 

BLASTX 

gl922251 

580 

3.0e-60 

121 
92 

(Y12072) farnesyl pyrophosphate synthase [Gossypium 
arboreum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



216419 

LIB3147-039-Q1-K1-E3 

BLASTX 

g3201969 

593 

1.0e-61 

118 
86 

(AF068332) submergence induced protein 2A [Oryza sativa] 
216420 

LIB3147-039-Q1-K1-E4 

BLASTX 

g4220462 

262 



30285 



E value 
Match length 
% identity 
NCBI Description 



4.0e-23 

87 

59 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 216421 

Seq. ID LIB3147-039-Q1-K1-F1 

Method BLASTX 

NCBI GI g2117168 

BLAST score 658 

E value 3.0e-69 

Match length 135 

% identity 92 

NCBI Description (Z73961) RAC1 [Lotus japonicus] 



Seq. No. 216422 

Seq. ID LIB3147-039-Q1-K1-F3 

Method BLASTX 

NCBI GI g3043428 

BLAST score 435 

E value 4.0e-43 

Match length 93 

% identity 87 , , 

NCBI Description (AJ005346) 40S ribosomal protein S5 [Cicer anetmumj 

216423 

LIB3147-039-Q1-K1-F5 
BLASTX 
g4105827 
158 

3.0e-ll 
34 
85 

(AF050090) nuclear alpha-tubulin [Guillardia theta] 

Seq. No. 216424 

Seq. ID LIB3147-039-Q1-K1-F6 

Method BLASTX 

NCBI GI gl773014 

BLAST score 459 

E value 6.0e-46 

Match length 127 

% identity 69 

NCBI Description (Y10338) chloride channel Stclcl [Solanum tuberosum] 

Seq. No. 216425 

Seq. ID LIB3147-039-Q1-K1-F7 

Method BLASTX 

NCBI GI g3421413 

BLAST score 4 57 

E value 1.0e-45 

Match length 134 

% identity 71 

NCBI Description (AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi 3421415 (AF081923) protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30286 



phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216426 

LIB3147-039-Q1-K1-F8 

BLASTX 

g3860257 

175 

1.0e-12 

45 
73 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216427 

LIB3147-039-Q1-K1-G1 

BLASTX 

g401043 

176 

7.0e-13 

34 

97 

40S RIBOSOMAL PROTEIN S15 >gi_218 131_dbj_ 
unnamed protein product [Oryza sativa] 



BAA01746 (D10962) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216428 

LIB3147-039-Q1-K1-G10 

BLASTN 

g3241939 

47 

2.0e-17 

147 

54 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216429 

LIB3147-039-Q1-K1-G2 

BLASTX 

g3913633 

356 

6.0e-34 

108 

68 

HYPOTHETICAL PROTEIN F8A5.25 >gi_ 
protein [Arabidopsis thaliana] 



2462742 (AC002292) Unknown 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216430 

LIB3147-039-Q1-K1-G4 

BLASTX 

g2078350 

565 

3.0e-58 

124 

91 

(U95923) transaldolase [Solanum tuberosum] 



Seq. No. 
Seq. ID 



216431 

LIB3147-039-Q1-K1-G8 



30287 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2687434 

281 

1.0e-157 

333 
96 

Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 
partial sequence 



Seq. No. 


216432 


Seq. ID 


LIB3147-039-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


423 


E value 


1. Oe-41 


Match length 


109 


% identity 


74 


NCBI Description 


(AC005169) unknown protein [Arabidops 


Seq. No. 


216433 


Seq. ID 


LIB3147-039-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl706918 


BLAST score 


167 


E value 


3.0e-12 


Match length 


49 


% identity 


53 


NCBI Description 


FLAVONOL SULFOTRANSFERASE-LIKE >gi_4 9 


sulf otransferase-like flavonol [Flave 


Seq. No. 


216434 


Seq. ID 


LIB3147-039-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


222 


E value 


4.0e-18 


Match length 


89 



% identity 

NCBI Description 



53 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S2858 6 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216435 

LIB3147-039-Q1-K1-H9 

BLASTX 

g3914685 

331 

3.0e-31 

89 
72 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 
protein L17 [Zea mays] 



(AF034 948 ) ribosomal 



Seq. No. 
Seq. ID 
Method 



216436 

LIB3147-040-Q1-K1-A10 
BLASTX 



30288 





g jiz y / o ± d 


BLAST score 


344 


E value 


2.0e-33 


Match length 


109 


% identity 


68 


NCBI Description 


(AL031032) putative protein [Arabi 


Seq. No. 


216437 


Seq. ID 


LIB3147-040-Q1-K1-A4 


Method 


BLASTN 




rrA QQflRQ 

g4 yyuo!? 


BLAST score 


38 


E value 


6.0e-12 


Match length 


90 


% identity 


86 


NCBI Description 


C.arietinum mRNA for open reading 


Seq. No. 


216438 


Seq. ID 


LIB314 7-040-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


291 


E value 


3.0e-26 


Match length 


105 


% identity 


56 


NCBI Description 


NONSPECIFIC LI PID-TRANSFER PROTEIN 



>gi_1321911_emb_CAA65475_ 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
X96714) lipid transfer protein 



Seq. No. 


216439 


Seq. ID 


LIB3147-040-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


660 


E value 


2.0e-69 


Match length 


146 


% identity 


88 


NCBI Description 


(AF061962) SAR DNA-binding protein-1 [Pisum 


Seq. No. 


216440 


Seq. ID 


LIB3147-040-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g417360 


BLAST score 


307 


E value 


3.0e-28 


Match length 


100 


% identity 


58 


NCBI Description 


HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 



>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA4 0885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 

>gi_14 29348_emb_CAA674 83_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_143134 6_emb_CAA98786_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



30289 



Seq. No. 


216441 


Seq. ID 


LIB3147-040-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4572671 


ojj/io i score 




E value 


6.0e-35 


Match length 


92 


% identity 


84 


NCBI Description 


(AC006954) putative cycli 




[Arabidopsis thaliana] 


Seq. No. 


216442 


Seq. ID 


LIB3147-040-Q1-K1-B1 


Method 


BLASTX 




g4 3 J :? f± ± / 


BLAST score 


484 


E value 


6.0e-49 


Match length 


112 


% identity 


77 


NCBI Description 


(AL049171) putative prote 


Seq. No. 


216443 


Seq. ID 


LIB3147-040-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2500376 


BLAST score 


469 


E value 


4.0e-47 


Match length 


98 


% identity 


93 


NCBI Description 


60S RIBOSOMAL PROTEIN L34 



(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216444 

LIB3147-040-Q1-K1-B11 

BLASTX 

g3947448 

149 

8.0e-10 

82 
43 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 

[Caenorhabdi. . . >gi_3947543_emb_CAA88952_ 
yk301fl.5 comes from this gene; cDNA EST" 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



216445 

LIB3147-040-Q1-K1-B2 

BLASTX 

g730449 

571 

4.0e-59 

125 



30290 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398 918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

216446 

LIB3147-040-Q1-K1-B4 

BLASTX 

g2492504 

574 

7.0e-60 

142 

44 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 



216447 

LIB3147-04 0-Q1-K1-B6 

BLASTX 

g2497752 

237 

7.0e-20 

73 

62 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



216448 

LIB3147-040-Q1-K1-B7 

BLASTX 

g730449 

341 

4.0e-32 

139 

55 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647__pir S37132 ribosomal protein L13.A - rape 

>gi_398918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

216449 

LIB3147-040-Q1-K1-C1 

BLASTX 

gll72811 

293 

2.0e-26 

108 
57 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi__575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 



216450 



30291 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-040-Q1-K1-C10 

BLASTX 

g!524121 

385 

3.0e-37 

93 
74 

(X96539) malate dehydrogenase 
crystallinum] 



[ Me s embry ant hemum 



216451 

LIB3147-040-Q1-K1-C11 

BLASTN 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
216452 

LIB3147-040-Q1-K1-C6 

BLASTX 

gl22106 

375 

4.0e-36 

76 

100 

HISTONE H4 >gi_70771j?ir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi__2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 

(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 

(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

216453 

LIB3147-040-Q1-K1-C8 

BLASTX 

g3687235 

190 

2.0e-14 

65 
80 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



216454 

LIB3147-040-Q1-K1-C9 



30292 




Method 


BLASTX 


NCBI GI 


g2500376 


DLiriu 1 O O W J_ t; 


472 


E value 


2.0e-47 


Match length 


95 


% identity 


95 


NCBI Description 


60S RIBOSOMAL PROTEIN L34 >gi 4262177 gb AAD14494 




(AC005508) 23552 [Arabidopsis thaliana] 


Seq. No. 


216455 


Seq. ID 


LIB3147-04 0-Q1-K1-D1 


Method 


BLASTX 


MpRT (IT 




BLAST score 


340 


E value 


6.0e-32 


Match length 


113 


% identity 


58 


NCBI Description 


(AF051204) hypothetical protein [Picea mariana] 


Seq. No. 


216456 


Seq. ID 


LIB3147-040-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4455364 


tsijfiD i score 




E value 


8.0e-47 


Match length 


140 


% identity 


57 


NCBI Description 


(AL035524) senescence-associated protein-like [Arabidopsis 




thaliana] 


Seq. No. 


216457 


Seq. ID 


LIB3147-040-Q1-K1-D4 


Method 


BLASTX 


IN ^ £3 J. \J± 




BLAST score 


261 


E value 


1.0e-22 


Match length 


64 


% identity 


80 


NCBI Description 


(Y15224) Importin alpha-like protein [Arabidopsis thaliana 


Seq. No. 


216458 


Seq. ID 


LIB314 7-040-Q1-K1-D5 


Method 


BLASTX 


iML/D J. O _L 




BLAST score 


669 


E value 


2.0e-70 


Match length 


142 


% identity 


86 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


216459 


Seq. ID 


LIB314 7-04 0-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3747026 


BLAST score 


214 


E value 


3.0e-17 


Match length 


76 



30293 



€1 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF093244) import protein Tim9p [Sac char oinyces cerevisiae] 
216460 

LIB3147-040-Q1-K1-D9 

BLASTX 

g508304 

344 

2.0e-32 

79 

78 

(L22305) corC [Medicago sativa] 
216461 

LIB3147-040-Q1-K1-E10 

BLASTX 

gll4682 

150 

8.0e-10 

48 
62 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi__168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

216462 

LIB3147-040-Q1-K1-E11 

BLASTX 

g461530 

240 

1.0e-20 

91 

49 

N-TERMINAL ACETYL TRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_159365 (L11348) ARD1 protein homologue [Leishmania 
donovani] 

216463 

LIB3147-040-Q1-K1-E12 

BLASTX 

g2623680 

279 

2.0e-25 

55 

50 

(AF031482) calmodulin [Zea mays] 
216464 

LIB3147-040-Q1-K1-E2 

BLASTX 

g3901012 

326 

9.0e-46 
102 



30294 



% identity 

NCBI Description 



85 

(AJ130885) xyloglucan endotransglycosylase 1 
sylvatica] 



[Fagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216465 

LIB31 47-04 0-Q1-K1-E5 

BLASTX 

gl!4682 

474 

1.0e-47 

137 

70 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 



Seq. No. 


216466 


Seq. ID 


LIB3147-040-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll7952 


BLAST score 


558 


E value 


1.0e-57 


Match length 


108 


% identity 


94 


NCBI Description 


CYTOCHROME C >gi 65504 pir CCAB cytochrome c - 


Seq. No. 


216467 


Seq. ID 


LIB3147-04 0-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2264305 


BLAST score 


34 


E value 


1.0e-09 


Match length 


86 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MBK23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


216468 


Seq. ID 


LIB3147-04 0-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3785978 


BLAST score 


247 


E value 


3.0e-21 


Match length 


83 


% identity 


63 


NCBI Description 


(AC005560) unknown protein [Arabidopsis thalian 


Seq. No. 


216469 


Seq. ID 


LIB3147-040-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


193 


E value 


5.0e-15 


Match length 


77 



China jute 



30295 



% identity 


55 




NCBI Description 


(AL030978) 


histone H2A- like protein [Arabidopsis 


Seq. No. 


216470 




Seq. ID 


LIB3147-040 


-Q1-K1-F7 


Method 


BLASTX 










BLAST score 


279 




E value 


7.0e-25 




Match length 


57 




% identity 


98 




NCBI Description 


(AF025667) 


histone H2B1 [Gossypium hirsutum] 


Seq. No. 


216471 




Seq. ID 


LIB3147-040 


-Q1-K1-F8 


Method 


BLASTX 










BLAST score 


459 




E value 


6.0e-46 




Match length 


122 




% identity 


70 




NCBI Description 


(AL035708) 


putative protein [Arabidopsis thaliana 


Seq. No. 


216472 




Seq. ID 


LIB3147-040 


-Q1-K1-F9 


Method 


BLASTX 




NCBI GI 


g2129844 




BLAST score 


279 




E value 


9.0e-25 




Match length 


67 




% identity 


79 




NCBI Description 


stress-induced protein stil - soybean 


Seq. No. 


216473 




Seq. ID 


LIB3147-040 


-Q1-K1-G1 


Method 


BLASTX 




NCBI GI 


g2642648 




BLAST score 


688 




E valne 


8.0e-73 




Match length 


137 




% identity 


99 




NCBI Description 


(AF033852) 


cytosolic heat shock 70 protein; HSC70 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617] 
cytosolic heat shock 70 protein [Spinacia oleracea] 

216474 

LIB3147-04 0-Q1-K1-G11 

BLASTX 

g231496 

478 

3.0e-48 

107 

87 

ACTIN 58 >gi_100421__pir S20094 actin - potato 

>gi_21536_emb_CAA39278_ (X5574 9) actin [Solanum tuberosum] 



30296 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216475 

LIB3147-040-Q1-K1-G2 

BLASTX 

g542190 

274 

3.0e-24 

124 

53 

hypothetical protein 1087 - maize >gi_4 592 6 9_emb_CAA5 4 9 6 0_ 
(X78029) transcribed sequence 1087 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216476 

LIB3147-040-Q1-K1-G3 

BLASTX 

g4580390 

251 

2.0e-21 

137 
50 

(AC007171) putative disease resistance response protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216477 

LIB3147-040-Q1-K1-G4 

BLASTX 

gl350777 

239 

3.0e-20 

51 

90 

60S RIBOSOMAL PROTEIN L9 >gi_971282_db j_BAA07209_ 
ribosomal protein L9 [Oryza sativa] 



(D38012) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216478 

LIB3147-040-Q1-K1-G5 

BLASTX 

g2583134 

163 

1.0e-ll 

65 
52 

(AC002387) 
thaliana] 



putative proline-rich protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216479 

LIB3147-040-Q1-K1-G8 

BLASTX 

gl35860 

289 

4 .0e-26 

64 

88 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 



30297 



® 



(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216480 

LIB3147-04 0-Q1-K1-G9 

BLASTX 

gl351722 

145 

5.0e-09 

62 

50 

HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>gi_l 12237 l_emb_CAA92386_ (Z68198) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. 
Seq. 



No. 

ID 



216481 

LIB3147-040-Q1-K1-H12 



Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


653 


E value 


1.0e-68 


Match length 


131 


% identity 


96 


NCBI Description 


(D63580) EF-1 alpha 




>gi 266234 5 dbj BAA2 




s a t i va ] >g i_2 6 6 2 3 4 7_< 




[Oryza sativa] 


Seq. No. 


216482 


Seq. ID 


LIB314 7-04 0-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


250 


E value 


2.0e-21 


Match length 


63 


% identity 


79 


NCBI Description 


(X94 995) naringenin- 


Seq. No. 


216483 


Seq. ID 


LIB3147-040-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4138137 


BLAST score 


169 


E value 


5.0e-12 


Match length 


37 


% identity 


81 


NCBI Description 


(AJ0127 96) ss-galact 


Seq. No. 


216484 


Seq. ID 


LIB3147-040-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl706749 


BLAST score 


256 


E value 


1.0e-22 


Match length 


54 


% identity 


94 



dbj 



3_ (D63582) 
BAA23660 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



30298 



NCBI Description 



3-OXOACYL- [ACYL- CARRIER- PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216485 

LIB3147-040-Q1-K1-H7 

BLASTX 

g3927825 

235 

4.0e-20 

70 
71 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216486 

LIB3147-041-Q1-K1-A12 

BLASTX 

gll73043 

281 

6.0e-25 

68 
79 

60S RIBOSOMAL PROTEIN L38 >gi_479441__pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 


216487 


Seq. ID 


LIB3147-041-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


455 


E value lV - 


1.0e-45 


Match length 


98 


% identity 


88 


NCBI Description 


(Z97178) elongation factor 


Seq. No. 


216488 


Seq. ID 


LIB3147-041-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3785977 


BLAST score 


141 


E value 


1.0e-08 


Match length 


62 


% identity 


44 


NCBI Description 


(AC005560) putative growth 




thaliana] 


Seq. No. 


216489 


Seq. ID 


LIB3147-041-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2119278 


BLAST score 


624 


E value 


2.0e-65 


Match length 


125 



2 [Beta vulgaris] 



30299 



% identity 95 

NCBI Description tubulin beta-1 chain 



rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216490 

LIB3 147-04 1-Q1-K1-B9 

BLASTX 

g548774 

195 

2.0e-15 

51 
67 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

216491 

LIB3147-041-Q1-K1-C11 

BLASTX 

g3650030 

245 

9.0e-21 

79 

56 

(AC005396) unknown protein [Arabidopsis thaliana] 
216492 

LIB3147-041-Q1-K1-C3 

BLASTX 

g2352492 

393 

2.0e-38 

100 
74 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

216493 

LIB3147-041-Q1-K1-C5 

BLASTX 

g3334113 

398 

6.0e-39 

76 
100 

ACYL-COA- BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

216494 

LIB3147-041-Q1-K1-C7 

BLASTX 

g2558962 

230 

3.0e-19 

49 
96 

(AF025667) histone H2B1 [Gossypium hirsutum] 



30300 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
,.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



216495 

LIB3147-041-Q1-K1-C9 

BLASTN 

g3821780 

36 

9.0e-ll 

50 
51 

Xenopus laevis cDNA clone 27A6-1 
216496 

LIB3147-041-Q1-K1-D7 

BLAST X 

g3023857 

472 

1.0e-47 

104 
55 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_629591__pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216497 

LIB3147-041-Q1-K1-D8 

BLASTN 

g2267582 

68 

1.0e-30 

68 
100 

Gossypium hirsutum vacuolar H+-ATPase subunit E mRNA, 
complete cds 

216498 

LIB3147-041-Q1-K1-D9 

BLASTX 

g4325354 

220 

8.0e-18 

75 
56 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216499 

LIB314 7-041-Q1-K1-E1 

BLASTX 

gl703380 

219 

2.0e-18 

48 
94 

ADP-RIBOSYLATION FACTOR >gi_11324 83_db j_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



30301 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216500 

LIB3147-041-Q1-K1-E11 

BLASTX 

gll72977 

145 

3.0e-09 

95 
40 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 


216501 


Seq. ID 


LIB3147-041-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


qoZZvv 


BLAST score 


433 


E value 


4 ,0e-43 


Match length 


96 


% identity 


82 


NCBI Description 


hypothetical protein 


Seq. No. 


216502 


Seq. ID 


LIB3147-041-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


255 


E value 


1.0e-22 


Match length 


68 


% identity 


75 


NCBI Description 


60S ACIDIC RIBOSOMAL 




(X78213) 60s acidic : 




argent at urn] 


Seq. No. 


216503 


Seq. ID 


LIB3147-041-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2865522 


BLAST score 


38 


E value 


7.0e-12 


Match length 


103 


% identity 


92 


NCBI Description 


Lavatera thuringiaca 




complete cds 


Seq. No. 


216504 


Seq. ID 


LIB314 7-041-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g20186 


BLAST score 


630 


E value 


5.0e-66 


Match length 


124 



common tobacco chloroplast 



mRNA, 



% identity 

NCBI Description 



62 



(X65016) calmodulin [Oryza sativa] 

>gi_3336950_emb_CAA74307_ (Y13974) calmodulin [Zea mays] 
>gi_4103961 (AF030034) calmodulin [Phaseolus vulgaris] 



30302 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216505 

LIB3147-041-Q1-K1-G12 

BLASTX 

gl839188 

281 

5.0e-25 

73 
74 

(U8 6081) root hair defective 3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216506 

LIB3147-041-Q1-K1-G7 

BLASTX 

g2144186 

296 

6.0e-36 
91 

88 

farnesyl-diphosphate f arnesyltransferase (EC 2.5.1.21) 1 
Glycyrrhiza glabra L >gi_144 9163_dbj_BAA13083_ (D86409) 
squalene synthase [Glycyrrhiza glabra] 



Seq. No. 


216507 


Seq. ID 


LIB3147-041-Q1-K1-H10 


Method - 


BLASTX 


NCBI GI 


g2245065 


BLAST score 


195 


E value 


9.0e-30 


Match length 


99 


% identity 


23 


NCBI Description 


(Z97342) hypothetical 


Seq. No. 


216508 


Seq. ID 


LIB3147-04 2-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


321 


E value 


8.0e-30 


Match length 


65 


% identity 


92 


NCBI Description 


(AC005679) Similar to 



from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216509 

LIB3147-042-Q1-K1-A10 

BLASTX 

g4263704 

327 

2.0e-30 

128 

56 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



216510 

LIB314 7-042-Q1-K1-A2 



30303 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g409574 

39 

3.0e-13 

51 
94 

Atriplex nummularia glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) mRNA, complete cds. 
>gi_414606_emb_X75597_ANDAP3DH A . nummularia mRNA for 
glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 


216511 


Seq. ID 


LIB3147-042-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl552379 


BLAST score 


185 


E value 


2.0e-14 


Match length 


53 


% identity 


62 


NCBI Description 


(Y08155) pectin methylesterase 


Seq. No. 


216512 


Seq. ID 


LIB3147-042-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


548 


E value 


2.0e-56 


Match length 


119 


% identity 


88 


NCBI Description 


(X64349) 33 kDa polypeptide of 



alba] 



complex of 



photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216513 

LIB3147-042-Q1-K1-A5 

BLASTX 

g2935298 

109 

3.0e-10 

110 
44 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216514 

LIB3147-042-Q1-K1-B10 

BLASTX 

g2501056 

198 

2.0e-15 

55 
71 

SERYL-TRNA SYNTHETASE ( SERINE--TRNA LIGASE) (SERRS) 

>gi_2129737__pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_emb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 



Seq. No. 



216515 



30304 



Seq. ID 


LIB3147-042-Q1-K1-B12 


Method 


BLASTN 


NPRT GT 


g22441 


BLAST score 


42 


E value 


1.0e-14 


Match length 


78 


% identity 


90 


NCBI Description 


Maize pML2 gene for zein 


Seq. No. 


216516 


Seq. ID 


LIB3147-042-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl33939 


BLAST score 


238 


E value 


2.0e-20 


Match length 


77 


% identity 


64 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



ribosomal protein S3 - common tobacco chloroplast 
>gi_11865_emb_CAA77381_ (Z00044) ribosomal protein S3 

[Nicotiana tabacum] >gi_225235_prf 1211235BT ribosomal 

protein S3 [Nicotiana tabacum] 



Seq. No. 


216517 


Seq. ID 


LIB3147-042-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


312 


E value 


1.0e-28 


Match length 


102 


% identity 


56 


NCBI Description 


(AF004 809) Ca+2-binding EF hand protein [Glycine max] 


Seq. No. 


216518 


Seq. ID 


LIB3147-04 2-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


426 


E value 


5.0e-42 


Match length 


105 


% identity 


80 


NCBI Description 


(X94995) naringenin-chalcone synthase [Juglans sp.] 


Seq. No. 


216519 


Seq. ID 


LIB3147-042-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2244740 


BLAST score 


403 


E value 


2.0e-39 


Match length 


105 


% identity 


72 


NCBI Description 


(D88417) endo-1 , 4-beta-glucanase [Gossypium hirsutum] 


Seq. No. 


216520 


Seq. ID 


LIB3147-042-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3426038 



30305 



BLAST score 


164 


E value 


3.0e-ll 


Match length 


49 


% identity 


71 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216521 


Seq. ID 


LIB3147-042-Q1-K1-B8 


Method 


BLASTN 






BLAST score 


44 


E value 


2.0e-15 


Match length 


92 


% identity 


87 


NCBI_ Description 


A. thaliana mRNA for adenosine nucleotide translocator 


Seq. No. 


216522 


Seq. ID 


LIB3147-042-Q1-K1-B9 


Method 


BLASTX 




CJ 10 JjUZZ 


BLAST score 


166 


E value 


1.0e-17 


Match length 


72 


% identity 


67 


NCBI Description 


(Y11121) amino acid carrier [Ricinus communis] 


Seq. No. 


216523 


Seq. ID 


LIB3147-042-Q1-K1-C1 


Method 


BLASTX 


JNLB1 Czri 


gou / do y i 


BLAST score 


426 


E value 


5.0e-42 


Match length 


142 


% identity 


56 


NCBI Description 


(AC004484) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216524 


Seq. ID 


LIB3147-042-Q1-K1-C12 ' 


Method 


BLASTX 


NCBI GI 


g4455217 


BLAST score 


/no 


E value 


5.0e-40 


Match length 


136 


% identity 


60 


NCBI Description 


(AL035440) Avr9 elicitor response like protein [Arabi 




thaliana] 


Seq. No. 


216525 


Seq. ID 


LIB3147-042-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2736186 


BLAST score 


409 


E value 


3.0e-40 


Match length 


114 


% identity 


68 


NCBI Description 


(AF024623) galactose kinase [Arabidopsis thaliana] 



30306 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216526 

LIB3147-042-Q1-K1-C4 

BLASTX 

gl35449 

741 

6.0e-79 

144 

97 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216527 

LIB3147-042-Q1-K1-C6 

BLASTX 

gl346675 

598 

3.0e-62 

122 
93 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
>gi_4 99112 (U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216528 

LIB3147-042-Q1-K1-C8 

BLASTX 

g224293 

409 

5.0e-40 

86 

95 

histone H4 [Triticum aestivum] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216529 

LIB3147-042-Q1-K1-C9 

BLASTX 

gl67367 

210 

5.0e-17 

69 
59 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216530 

LIB3147-042-Q1-K1-D1 

BLASTX 

g4262226 

168 

8.0e-12 

106 
43 

(AC006200) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



216531 

LIB3147-042-Q1-K1-D10 
BLASTX 



30307 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl841464 
729 

2.0e-77 

150 

58 

(Y11002) 



LIM-domain SF3 protein [Nicotiana tabacum] 



216532 

LIB3147-042-Q1-K1-D12 

BLASTX 

g2262159 

382 

5.0e-37 

117 

63 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

216533 

LIB3147-042-Q1-K1-D5 

BLASTX 

g4115377 

509 

9.0e-52 

143 

70 

(AC005967) unknown protein [Arabidopsis thaliana] 
216534 

LIB3147-042-Q1-K1-E1 

BLASTX 

g4454032 

387 

2.0e-37 

105 

74 

(AL035394) putative protein [Arabidopsis thaliana] 
216535 

LIB3147-042-Q1-K1-E10 

BLASTX 

g3766368 

253 

1.0e-21 

126 

44 

(AL031907) putative trascription factor, ccr4-associated 
factor homolog [Schizosaccharomyces pombe] 

216536 

LIB3147-042-Q1-K1-E4 

BLASTX 

g3861188 

215 

2.0e-17 

84 

50 



30308 



NCBI Description 



(AJ235272) 50S RIBOSOMAL PROTEIN L24 (rpiX) [Rickettsia 
prowazekii] 



Qprr No 


216537 


Seq. ID 


LIB314 7-04 2-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3452497 


BLAST score 


643 


E value 


2.0e-67 


Match length 


139 


% identity 


88 


NCBI Description 


(Y17796) ketol-acid reductoisomerase [Pisum sativum^ 


Sea No. 


216538 


Seq. ID 


LIB3147-042-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2853219 


BLAST score 


301 


E value 


5.0e-39 


Match length 


116 


% identity 


63 


NCBI Description 


(AJ000923) glutathione transferase [Carica papaya] 


O c ■ IN (J • 


_L \J -J J Z> 


Seq. ID 


LIB3147-042-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl945440 


BLAST score 


189 


E value 


2.0e-14 


Match length 


47 


% identity 


85 


NCBI Description 


(U93094) salt-inducible protein [Medicago sativa] 


i_J <3 v-j . LN \_/ • 


216540 


Seq. ID 


LIB31 47-04 2-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3928093 


BLAST score 


415 


E value 


7.0e-41 


Match length 


114 


% identity 


73 


NCBI Description 


(AC005770) IVR-like protein [Arabidopsis thaliana] 


Q o rr TsJ/-\ 
O tr q * in (J * 




Seq. ID 


LIB3147-042-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


541 


E value 


2.0e-55 


Match length 


116 


% identity 


92 


NCBI Description 


(U93168) ribosomal protein L12 [Prunus armeniaca] 


Seq. No. 


216542 


Seq. ID 


LIB3147-04 2-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3914667 



30309 



BLAST score 208 
E value 7.0e-17 
Match length 68 
% identity 66 

NCBI Description 5 OS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR 

>gi_2459427 (AC002332) putative chloroplast SOS ribosomal 
protein L28 [Arabidopsis thaliana] 



Seq. No. 


216543 


Seq. ID 


LIB3147-042-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


556 


E value 


3.0e-57 


Match length 


139 


% identity 


71 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis 


Seq. No. 


216544 


Seq. ID 


LIB3147-042-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gll9354 


BLAST score 


523 


E value 


1.0e-53 


Match length 


116 


%- identity 


91 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216545 

LIB3147-042-Q1-K1-G8 

BLASTX 

g2827469 

219 

4.0e-18 

75 
61 

(AF044255) NOSA [Dictyostelium discoideum] 
216546 

LIB3147-042-Q1-K1-G9 

BLASTX 

g3176668 

562 

6.0e-58 

134 
82 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 216547 

Seq. ID LIB3147-042-Q1-K1-H1 

Method BLASTX 



30310 



€1 



NCBI GI 


g2746719 


BLAST score 


386 


E value 


1.0e-37 


Match length 


82 


% identity 


96 


NCBI Description 


(AF038386) histone H2B [Capsicum annuum] 


Seq. No. 


216548 


Seq. ID 


LIB3147-042-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2129771 


BLAST score 


285 


E value 


7.0e-28 


Match length 


75 






NCBI Description 


xyloglucan endotransglycosylase-related protein XTR-6 - 




Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 




endotransglycosylase-related protein [Arabidopsis thali 




>gi_4539299_emb_CAB39602 . 1_ (AL049480) xyloglucan endo- 




4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 


Seq. No. 


216549 


Seq. ID 


LIB3147-042-Q1-K1-H11 


Method 


BLASTX 


MpPT (IT 


n?f>^d 1 99 


BLAST score 


283 


E value 


2.0e-25 


Match length 


97 


% identity 


61 


NCBI Description 


(AF034694) ribosomal protein L23a [Arabidopsis thaliana 


Seq. No. 


216550 


Seq. ID 


LIB314 7-042-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4415930 


BLAST score 


183 


"P. 1 HP 

111 V d -L Li c 


1 . Oe-13 


Match length 


64 


% identity 


61 


NCBI Description 


(AC006418) unknown protein [Arabidopsis thaliana] 




>gi_4559389_gb_AAD23049.1_AC006526_14 (AC006526) unknow 




protein [Arabidopsis thaliana] 


Seq. No. 


216551 


Seq. ID 


LIB3147-042-Q1-K1-H2 


Method 


BLASTX 


KffRT (IT 


y^Tu / out 


BLAST score 


156 


E value 


1.0e-10 


Match length 


33 


% identity 


94 


NCBI Description 


(Y12576) histone H2B [Arabidopsis thaliana] 


Seq. No. 


216552 


Seq. ID 


LIB3147-042-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g485514 



30311 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



268 

1.0e-23 

56 
89 

ADR11-2 protein - soybean (fragment) 

>gi_2 964 43_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 


216553 


Seq. ID 


LIB3147-042-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


427 


E value 


4.0e-42 


Match length 


104 


% identity 


79 


NCBI Description 


(Z97 335) hydroxymethyltrans 


Seq. No. 


216554 


Seq. ID 


LIB3147-042-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g730463 


BLAST score 


314 


E value 


7.0e-29 


Match length 


105 


% identity 


57 


NCBI Description 


60S RIBOSOMAL PROTEIN L37B 



37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216555 

LIB3147-043-Q1-K1-A11 

BLASTX 

g2398679 

719 

2.0e-76 

140 
96 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216556 

LIB3147-043-Q1-K1-A2 

BLASTX 

g2951777 

207 

2.0e-16 

118 

41 

(AB011823) translation initiation factor 3 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



216557 

LIB3147-043-Q1-K1-A3 



30312 



Method 


BLASTX 


NLdI 


«op coon 
yjO Do 0 jj 


BLAST score 


229 


E value 


6.0e-19 


Match length 


68 


% identity 


65 


NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 


Seq. No. 


216558 


Seq. ID 


LIB3147-043-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3122673 


D-LAoi score 


a ft n 
H o u 


E value 


2.0e-48 


Match length 


128 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB104 


(Z97341) ribosomal protein [Arabidopsis thaliana 


Seq. No. 


216559 


Seq. ID 


LIB314 7-043-Q1-K1-A8 


Method 


BLASTX 




g ju y o d 1 1 


BLAST score 


211 


E value 


7.0e-17 


Match length 


96 


% identity 


44 


NCBI Description 


(AF049028) BURP domain containing protein [Brass 


Seq. No. 


216560 


Seq. ID 


LIB3147-043-Q1-K1-B11 


Method 


BLASTX 


NLni bl 




BLAST score 


682 


E value 


5.0e-72 


Match length 


140 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


216561 


Seq. ID 


LIB3147-043-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


361 


E value 


z . ue- o4 


Match length 


82 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi 481227 pir S38357 




protein S21 - rice >gi_303839_dbj_BAA02158_ (D12 




subunit ribosomal protein [Oryza sativa] 


Seq. No. 


216562 


Seq. ID 


LIB314 7-04 3-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4206124 


BLAST score 


498 


E value 


1.0e-50 



ribosomal 



30313 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
92 

(AF097668) T-complex protein 1 epsilon subunit 
[Mesembryanthemum crystallinum] 

216563 

LIB3147-043-Q1-K1-B3 

BLASTX 

gll73043 

301 

2.0e-27 

65 

91 

60S RIBOSOMAL PROTEIN L38 >gi_47 9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 


216564 


Seq. ID 


LIB314 7-043-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl076670 


BLAST score 


749 


E value 


7 .Oe-80 


Match length 


144 


% identity 


96 


NCBI Description 


NADH dehydrogenase (EC 1.6. 




>gi_668 985_emb_CAA59062__ (XI 




[Solanum tuberosum] 


Seq. No. 


216565 


Seq. ID 


LIB3147-04 3-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g82200 


BLAST score 


217 


E value 


2.0e-17 


Match length 


137 


% identity 


39 


NCBI Description 


hypothetical protein 1244 - 


Seq. No. 


216566 


Seq. ID 


LIB3147-043-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2661422 


BLAST score 


499 


E value 


1.0e-50 


Match length 


118 


% identity 


83 


NCBI Description 


(AJ001342) Putative S-phase- 




[Arabidopsis thaliana] >gi 




(AL023094) Putative S-phase- 




[Arabidopsis thaliana] 


Seq. No. 


216567 


Seq. ID 


LIB314 7-04 3-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g82537 



99.3) - potato 
84319) NADH dehydrogenase 



common tobacco chloroplast 



30314 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 

1.0e-13 

59 

66 

hypothetical 8K protein (rpsl2-trnN intergenic region) - 
rice chloroplast >gi_12039_emb_CAA33943_ (X15901) ORF72 
[Oryza sativa] >gi_12063_emb_CAA33917__ (X15901) ORF72 

[Oryza sativa] >gi_226659_prf 1603356CK ORF 71 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216568 

LIB3147-043-Q1-K1-C12 

BLASTX 

g2116599 

223 

3.0e-18 

64 

69 

(AB003779) leucoanthocyanidin dioxygenase 
f rutescens] 



[Perilla 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216569 

LIB3147-04 3-Q1-K1-C4 

BLASTX 

g3913416 

500 

1.0e-50 

135 
72 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 

(SAMDC) >gi_212 9920_pir S68990 adenosylmethionine 

decarboxylase (EC 4.1.1.50) - Madagascar periwinkle 
>gi_758695 (U12573) S-adenosyl-L-methionine decarboxylase 

proenzyme [Catharanthus roseus] >gi__1094 441_prf 2106177A 

Met (S-adenosyl) decarboxylase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216570 

LIB3147-043-Q1-K1-C7 

BLASTX 

gl408471 

165 

2.0e-ll 

36 
92 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216571 

LIB3147-043-Q1-K1-C8 

BLASTX 

gl346806 

150 

1.0e-09 

35 

74 

PROFILIN 3 >gi_1008445_ 



emb_CAA6194 5__ (X89827) profilin 



30315 



[Triticum aestivum] 



Seq. No. 


216572 


beq. lu 


t *rmi AH — Pi A ^— m —V\ —CQ 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


253 


E value 


9.0e-22 


Match length 


131 


% identity 


34 


NCBI Description 


(AF049930) PGP237-11 


Seq. No. 


216573 


Seq. ID 


LIB3147-043-Q1-K1-D10 


Method 


DT 7\0 mv 


NCBI GI 


g4249662 


BLAST score 


535 


E value 


7.0e-55 


Match length 


124 


% identity 


84 


NCBI Description 


(AF089810) Altered Re 




thaliana] 


Seq. No. 


216574 


Seq. ID 


LIB31 47-04 3-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3421109 


BLAST score 


354 


E value 


5.0e-47 


Match length 


110 


% identity 


88 


NCBI Description 


(AF043533) 20S protea 




thaliana] 


Seq. No. 


216575 


Seq. ID 


LIBJ14 /-U4 o-Ql-Kl-Dz 


Method 


BLASTX 


NCBI GI 


gl724114 


BLAST score 


175 


E value 


9.0e-13 


Match length 


38 


% identity 


92 


NCBI Description 


(U80041) AflO-protein 


Seq. No. 


216576 


Seq. ID 


LIB3147-04 3-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g!25887 


BLAST score 


232 


E value 


3.0e-19 


Match length 


133 


% identity 


41 


NCBI Description 


ANTHER SPECIFIC LAT52 



[Petunia x hybrida] 



20S proteasome beta subunit PBC2 [Arabidopsis 



>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_2 95812_emb_CAA33854__ (X15855) LAT52 [Lycopersicon 
esculentum] 



30316 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216577 

LIB3147-043-Q1-K1-D4 

BLASTX 

g585960 

211 

6.0e-17 

43 
93 

PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 
>gi_433665_emb_CAA81412_ (Z26753) Sec61 beta-subunit 
homolog [Arabidopsis thaliana] 



Seq. No. 


216578 




Seq. ID 


LIB3147-043-Q1-K1-D5 




Metnoa 


BLASTX 




NCBI GI 


g4539545 




BLAST score 


458 




E value 


9.0e-46 




Match length 


97 




% identity 


90 




NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


216579 




Seq. ID 


LIB3147-043-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


gl66867 




BLAST score 


340 




E value 


3.0e-32 




Match length 


88 




% identity 


1 0 




NCBI Description 


(J05216) ribosomal protein 


Sll (probable 




67) [Arabidopsis thaliana] 




Seq. No. 


216580 




Seq. ID 


LIB3147-043-Q1-K1-E11 




Method 


BLASTX 




NCBI GI 


gl694976 




BLAST score 


382 




E value 


7.0e-37 




Match length 


107 




% identity 


67 




NCBI Description 


(Y09482) HMG1 [Arabidopsis 


thaliana] 




>gi_2 83236 l_emb_CAA7 4 4 0 2_ 


(Y14073) HMG p: 




thaliana] 




Seq. No. 


216581 




Seq. ID 


LIB3147-04 3-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


gl350680 




BLAST score 


213 




E value 


4.0e-17 




Match length 


47 




% identity 


83 




NCBI Description 


60S RIBOSOMAL PROTEIN LI 




Seq. No. 


216582 




Seq. ID 


LIB3147-043-Q1-K1-E6 





30317 



Method 


BLASTX 


NCBI GI 


g4263704 


DT 7\ C T 1 i-i si st. v s-\ 

oiiAoi score 


one. 
ZUj 


E value 


3.0e-16 


Match length 


82 


% identity 


50 


NCBI Description 


(AC006223) putative sugar starvation-induced protein 




[Arabidopsis thaliana] 


Seq. No. 


216583 


Seq. ID 


LIB3147-043-Q1-K1-E7 


Method 


BLASTX 






BLAST score 


591 


E value 


2.0e-61 


Match length 


107 


% identity 


99 


NCBI Description 


myb protein 308 - garden snapdragon 


Seq. No. 


216584 


Seq. ID 


LIB3147-04 3-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g!33867 


BLAST score 


566 


E value 


z. Ue-oo 


Match length 


127 


% identity 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi 82722 pir S16577 ribos< 




protein Sll - maize >gi_2247 0_emb_CAA39438_ (X55967) 




ribosomal protein Sll [Zea mays] 


Seq. No. 


216585 


Seq. ID 


LIB3147-043-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4z bZZ J J 


BLAST score 


240 


E value 


3.0e-20 


Match length 


129 


% identity 


46 


NCBI Description 


(AC006200) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


216586 


Seq. ID 


LIB3147-043-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl35535 


BLAST score 


367 


E value 


4.0e-35 


Match length 


78 


% identity 


92 


NCBI Description 


T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-1-ALPHA) 



(CCT-ALPHA) >gi_322602_pir JN044 8 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_23262 65_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 

Seq. No. 216587 



30318 



Seq. ID 


LIB3147-043-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3980396 


DiiAo i score 




E value 


2.0e-14 


Match length 


35 


% identity 


100 


NCBI Description 


(AC004561) putative C-4 sterol methyl oxidase [Arabidopsi 




thaliana] 


Seq. No. 


216588 


Seq. ID 


LIB3147-043-Q1-K1-F8 


Method 


BLASTX 


MPDT (IT 




BLAST score 


539 


E value 


3.0e-55 


Match length 


116 


% identity 


20 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 


Seq. No. 


216589 


Seq. ID 


LIB3147-043-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


609 


E value 


2.0e-63 


Match length 


140 


-6 laenuiLy 


ft Q 


NCBI Description 


(AF080118) contains similarity to TPR domains (Pfam: 




TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 




kinesin2 . hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 




thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 




protein [Arabidopsis thaliana] 


Seq. No. 


216590 


Seq. ID 


LIB3147-043-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g!41597 


BLAST score 


330 


E value 


1.0e-30 


Match length 


132 


% identity 


56 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216591 

LIB3147-043-Q1-K1-G2 

BLASTX 

g3128168 

153 

5.0e-10 

29 
79 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



30319 



Seq. No. 


216592 


Seq. ID 


LIB3147-043-Q1-K1-G5 


Method 


BLASTX 






BLAST score 


331 


E value 


7.0e-31 


Match length 


88 


% identity 


70 


NCBI Description 


(AC002387) putative nucleotide sugar epimerase [Arabidops 




thaliana] 


Seq. No. 


216593 


Seq. ID 


LIB314 7-043-Q1-K1-G7 






NCBI GI 


g4098129 


BLAST score 


467 


E value 


5.0e-61 


Match length 


127 


% identity 


94 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


216594 


Seq. ID 


LIB3147-043-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2129842 


D-L/io i score 


1 A A 


E value 


4.0e-09 


Match length 


71 


% identity 


41 


NCBI Description 


SE60 protein - soybean >gi_5097 69_emb_CAA7 9164_ (Z18359) 




seed-specific low molecular weight sulfur-rich protein 




[Glycine max] 


Seq. No. 


216595 


Seq. ID 


LIB3147-043-Q1-K1-G9 


1X1 C CIlO (J. 


RT ZXQTY 


NCBI GI 


g3757519 


BLAST score 


374 


E value 


5.0e-36 


Match length 


142 


% identity 


53 


NCBI Description 


(AC005167) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


216596 


Seq. ID 


LIB3147-043-Q1-K1-H1 


ixietnoa 


LJ iji-i.O 1 A 


NCBI GI 


g3269289 


BLAST score 


195 


E value 


3.0e-15 


Match length 


84 


% identity 


48 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


216597 


Seq. ID 


LIB3147-043-Q1-K1-H11 


Method 


BLASTX 



30320 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3292831 
503 

4.0e-51 

132 
70 

(AL031018) 
thaliana] 



putative serine/threonine kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216598 

LIB3147-043-Q1-K1-H12 

BLASTX 

g508545 

204 

2.0e-22 

85 
72 

(L34340) zein [Zea mays] 
216599 

LIB3147-043-Q1-K1-H2 

BLASTN 

g433664 

42 

2.0e-14 

136 

87 

A. thaliana for Sec61 beta-subunit homolog 
216600 

LIB3147-043-Q1-K1-H3 

BLASTX 

g232041 

162 

3.0e-13 

68 

68 

1 -AMI NOCYCLOPRO PANE- 1 -CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE- FORMING ENZYME) (EFE) (PROTEIN AP4 OR PAE12) 

>gi_81731_pir S22513 ethylene-f orming enzyme - apple tree 

>gi_19545_emb_CAA43662_ (X61390) ethylene related [Malus 
domestical >gi_168337 (M817 94) ripening-related protein 
[Malus sylvestris] >gi_315315 9__emb_CAA7 4 328_ (Y14005) ACC 
oxidase [Malus domestica] >gi_36414 91 (AF030859) ACC 

oxidase [Malus domestica] >gi_384 32 9_prf 1905416A 

aminocyclopropane carboxylate oxidase [Malus domestica] 

216601 

LIB3147-043-Q1-K1-H4 

BLASTX 

g543867 

543 

9.0e-56 

140 
81 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A474 93 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 



30321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_30362 6_dbj_BAA03526_ (D14 699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

216602 

LIB3147-04 3-Q1-K1-H5 

BLASTX 

g4090533 

509 

9.0e-52 

132 

74 

(U68215) ACC oxidase [Carica papaya] 
216603 

LIB3147-043-Q1-K1-H7 

BLASTX 

g3522936 

345 

2.0e-32 

139 

52 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216604 

LIB3147-044-Q1-K1-A10 

BLASTX 

g3420057 

197 

2.0e-15 

58 

57 

(AC004680) putative ABC transporter [Arabidopsis thaliana] 
216605 

LIB3147-044-Q1-K1-A2 

BLASTX 

g2829899 

292 

3.0e-26 

129 

43 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

216606 

LIB3147-044-Q1-K1-A9 

BLASTX 

gl931619 

639 

5.0e-67 

133 
95 

(U93208) glyceraldehyde 3-phosphate dehydrogenase 
[Lycopersicon esculentum] 



30322 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216607 

LIB3147-044-Q1-K1-B1 

BLASTX 

g4106388 

150 

1.0e-09 

67 

49 

(AF074849) unknown [Arabidopsis thaliana] 
216608 

LIB3147-044-Q1-K1-B10 

BLASTX 

gll70508 

567 

1.0e-58 

111 
98 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216609 

LIB3147-04 4-Q1-K1-B2 

BLASTX 

g3608127 

351 

3.0e-33 

70 
80 

(AC005314) unknown protein [Arabidopsis thaliana] 
216610 

LIB3147-044-Q1-K1-B3 

BLASTX 

gl815759 

245 

8.0e-21 

127 

46 

(U85499) pollen-specific protein [Phalaris coerulescens ] 
216611 

LIB3147-044-Q1-K1-B5 

BLASTN 

g3821780 

36 

9.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



216612 



30323 



Seq. ID 


LIB3147-044-Q1-K1-B6 


Method 


BLASTX 






BLAST score 


310 


E value 


2.0e-28 


Match length 


124 


% identity 


52 


NCBI Description 


(AF042384) BC-2 protein [Homo sapiens] 


Seq. No. 


216613 


Seq. ID 


LIB3147-044-Q1-K1-B7 


Method 


BLASTX 






BLAST score 


576 


E value 


1.0e-59 


Match length 


145 


% identity 


73 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


216614 


Seq. ID 


LIB3147-044-Q1-K1-B8 


Method 


BLASTX 


JNUol (jj± 


g± o 4 1 4 o 4 


BLAST score 


525 


E value 


1.0e-53 


Match length 


119 


% identity 


51 


NCBI Description 


(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 


Seq. No. 


216615 


Seq. ID 


LIB3147-044-Q1-K1-C10 


Method 


BLASTN 


Kf P RT C T 


g JO Z 1 / OU 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


216616 


Seq. ID 


LIB3147-044-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3913008 


BLAST score 


636 


E value 


l . ue o o 


Match length 


143 


% identity 


85 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 




>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 




f ructose-1, 6-bisphosphate aldolase [Cicer arietinurn 


Seq. No. 


216617 


Seq. ID 


LIB3147-044-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST score 


392 


E value 


3.0e-38 



30324 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
95 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
216618 

LIB3147-044-Q1-K1-C6 

BLASTX 

gl842188 

581 

3.0e-60 

121 

91 

(Y08499) mitochondrial phosphate translocator [Betula 
pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216619 

LIB3147-044-Q1-K1-C7 

BLASTX 

g3551958 

190 

2.0e-14 

63 
56 

(AF082032) senescence-associated protein 12 [Hemerocallis 
hybrid cultivar] 

216620 

LIB3147-04 4-Q1-K1-C8 

BLASTX 

g2317901 

330 

1.0e-30 

150 
51 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

216621 

LIB3147-04 4-Q1-K1-C9 

BLASTX 

gl076793 

736 

2.0e-78 

145 
65 

calmodulin cam2 - maize >gi_7 47917__emb_CAA54 583_ (X77397) 
calmodulin [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216622 

LIB314 7-04 4-Q1-K1-D1 

BLASTX 

g3834307 

361 

2.0e-34 

125 
63 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 



30325 



putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb__N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216623 

LIB3147-044-Q1-K1-D10 

BLASTX 

g2431769 

257 

2.0e-22 

61 
84 

(U62752) acidic ribosomal protein Pla [Zea mays] 



Seq. No. 


216624 




Seq. ID 


LIB3147-044-Q1-K1-D11 




Method 


BLASTX 




NCBI GI 


g3402693 




BLAST score 


195 




E value 


4 .Oe-15 




Match length 


92 




% identity 


50 




NCBI Description 


(AC004 697) unknown protein 


[Arabidopsis thaliana] 


Seq. No. 


216625 




Seq. ID 


LIB3147-044-Q1-K1-D2 




Method 


BLASTX 




NCBI GI 


g3023189 




BLAST score 


233 




E value 


2.0e-19 




Match length 


49 




% identity 


94 




NCBI Description 


14-3-3-LIKE PROTEIN C (14-3 


-3-LIKE PROTEIN B) 



>gi_1848208_emb_CAA72094_ (Y11211) 14-3-3-like protein B 
[Nicotiana tabacum] >gi_2689475 (U91724) 14-3-3 isoform c 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216626 

LIB3147-04 4-Q1-K1-D3 

BLASTX 

g3123274 

287 

7.0e-26 

77 

73 

60S RIBOSOMAL PROTEIN L32 (RP49) >gi_1928968 (U92431) 
ribosomal protein 4 9 [Drosophila melanogaster] 
>gi_2739301_emb_CAA74278_ (Y13939) ribosomal protein 49 
[Drosophila melanogaster] 



Seq. No. 216627 

Seq. ID LIB3147-044-Q1-K1-D4 

Method BLASTX 

NCBI GI g3024148 

BLAST score 550 

E value 9.0e-57 

Match length 110 



30326 



% identity 

NCBI Description 



94 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 
>gi_1655580_emb_CAA95858_ (Z71273) S-adenosyl-L-methionine 
synthetase 3 [Catharanthus roseus] 



Seq. No. 216628 

Seq. ID LIB3147-044-Q1-K1-D5 

Method BLASTX 

NCBI GI g4193388 

BLAST score 302 

E value 1.0e-27 

Match length 62 

% identity 90 

NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

Seq. No. 216629 

Seq. ID LIB3147-044-Q1-K1-D8 

Method BLASTX 

NCBI GI g2984225 

BLAST score 311 

E value 2.0e-28 

Match length 129 

% identity 47 

NCBI Description (AE000766) enolase-phosphatase E-l [Aquifex aeolicus] 

Seq. No. 216630 

Seq. ID LIB3147-044-Q1-K1-D9 

Method BLASTX 

NCBI GI g549010 

BLAST score 399 

E value 7.0e-39 

Match length 81 

% identity 90 



NCBI Description EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 

(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis 'thaliana 
>gi_16514_emb_CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813__ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9__emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216631 

LIB3147-044-Q1-K1-E1 

BLASTX 

g544861 

356 

8.0e-34 

69 
100 

(S68003) 
Partial, 



actin [Striga asiatica^witchweed, Kuntze, Peptide 
114 aa] [Striga asiatica] 



30327 



fl 



Seq. No. 


216632 


Seq. ID 


LIB3147-044-Q1-K1-E10 


Method 


BLASTX 






BLAST score 


228 


E value 


5.0e-19 


Match length 


92 


% identity 


53 


NCBI Description 


(AC004411) unknown pre 


Seq. No. 


216633 


Seq. ID 


LIB3147-044-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


241 


E value 


3.0e-20 


Match length 


47 


% identity 


89 


NCBI Description 


(X99793) induced upon 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216634 

LIB3147-044-Q1-K1-E3 

BLASTX 

gl29248 

164 

1.0e-13 

100 
23 

ORGAN SPECIFIC PROTEIN S2 >gi_72318_pir KNPMS2 protein S2 

- garden pea >gi_2958 31_emb_CAA35 94 4_ (X51595) S2 protein 
[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216635 

LIB3147-044-Q1-K1-E4 

BLASTX 

gl439609 

517 

8.0e-53 

104 
99 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216636 

LIB3147-044-Q1-K1-E5 

BLASTX 

g2129578 

423 

8.0e-42 

87 

89 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi__1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



30328 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216637 

LIB3147-044-Q1-K1-E6 

BLASTX 

g3123264 

415 

5.0e-41 

86 
90 

60S RIBOSOMAL PROTEIN L27 >gi_224 4 857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

216638 

LIB3147-044-Q1-K1-E7 

BLASTN 

g3241939 

47 

3.0e-17 

147 

60 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

216639 

LIB3147-04 4-Q1-K1-E8 

BLASTX 

g4220462 

610 

1.0e-63 

142 

85 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 


216640 


Seq. ID 


LIB3147-044-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3128175 


BLAST score 


144 


E value 


5.0e-09 


Match length 


83 


% identity 


40 


NCBI Description 


(AC004521) unknown protein [Arabidopsis 


Seq. No. 


216641 


Seq. ID 


LIB3147-044-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


P. sativum (little marvel) HSC71.0 mRNA 


Seq. No. 


216642 


Seq. ID 


LIB3147-0 4 4-Q1-K1-F11 



30329 



Method 


BLASTX 


NCBI GI 


g3122785 


r3j_ij-i.o l score 


ZjU 


E value 


3.0e-19 


Match length 


97 


% identity 


52 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




protein S14 [Lupinus 


Seq. No. 


216643 


Seq. ID 


LIB3147-044-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


g3449313 


DT 7\C r P oo^vq 

r>jj/io i score 




E value 


1.0e-09 


Match length 


62 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 




K21P3, complete sequel 


Seq. No. 


216644 


Seq. ID 


LIB3147-044-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl350707 


BLAST score 


222 


E value 


4.0e-18 


Match length 


52 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN 



(AF02607 9) ribosomal 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein 17K - 
[Mus mus cuius] 



9 >gi 539923 pir JC2012 ribosomal 
mouse >gi_404766 (L08651) ribosomal protein 



216645 

LIB3147-044-Q1-K1-F7 

BLASTX 

g3687243 

245 

8.0e-21 

61 

79 

(AC005169) 
thaliana] 



putative ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



216646 

LIB314 7-04 4-Q1-K1-F8 

BLASTX 

g4204300 

310 

9.0e-29 

91 
68 

(AC003027) Unknown protein [Arabidopsis thaliana] 
216647 

LIB3147-CT4 4-Q1-K1-G11 

BLASTX 

g4006878 



30330 



CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

3.0e-37 

122 

60 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
216648 

LIB3147-044-Q1-K1-G2 

BLASTX 

g3776013 

254 

2.0e-22 

67 
70 

(AJ010470) RNA helicase [Arabidopsis thaliana] 
216649 

LIB314 7-04 4-Q1-K1-G3 

BLASTX 

g729480 

336 

5.0e-32 

70 

87 

FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
>gi_435647_dbj_BAA04232__ (D17410) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_902 936_dbj_BAA07479_ (D38445) 
root f erredoxin-NADP+ reductase [Oryza sativa] 

>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216650 

LIB3147-044-Q1-K1-G6 

BLASTN 

g2062705 

36 

9.0e-ll 

36 
38 

Human butyrophilin (BTF5) 
216651 

LIB3147-044-Q1-K1-G7 

BLASTX 

g3024697 

638 

6.0e-67 

128 
92 

T-COMPLEX PROTEIN 
(CCT-EPSILON) >gi 
thaliana] 



mRNA, complete cds 



1, EPSILON SUBUNIT ( TCP-1-EPSILON) 
2213618 (AC000103) F21J9.12 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



216652 

LIB3147-044-Q1-K1-G8 

BLASTX 

gl899025 



30331 



DlifiO 1 oOUIc 




E value 


1.0e-32 


Match length 


81 


% identity 


79 


NCBI Description 


(U28215) hexokinase 2 [Arabidopsis thaliana] 




(AC005169) hexokinase [Arabidopsis thaliana] 


Seq. No. 


216653 


Seq. ID 


LIB3147-044-Q1-K1-H10 


Method 


BLASTN 




rrl Qfi 
yiojoi 


BLAST score 


54 


S value 


2.0e-21 


Match length 


110 


% identity 


87 


NCBI Description 


Ricinus communis calreticulin mRNA, complete 


Seq. No. 


216654 


Seq. ID 


LIB3147-044-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3559805 


dlhoi score 


coo 

O 0 Z 


E value 


2.0e-60 


Match length 


120 


% identity 


82 


NCBI Description 


(AJ006787.) putative phytochelatin synthetase 




thaliana] 


Seq. No. 


216655 


Seq. ID 


LIB3147-044-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g548437 


BLAST score 


171 


E value 


3.0e-12 


Match length 


90 


% identity 


41 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



OSH1 PROTEIN >gi_1078479_pir S53463 SWH1 protein (version 

1) - yeast (Saccharomyces cerevisiae) >gi_456143 (L28920) 
Oshlp [Saccharomyces cerevisiae] 



216656 
LIB314 
BLASTX 
gl6658 
142 

7.0e-0 

47 
57 

(D8746 
(S5931 



7-044-Q1-K1-H3 
17 



6) Similar to S. cerevisiae hypothetical protein L3111 
6) [Homo sapiens] 



216657 

LIB314 7-04 4-Q1-K1-H6 

BLASTX 

g3668097 

521 

3.0e-53 



30332 



Match length 


128 


% identity 


79 


NCBI Description 


(AC004 667) putative glycine cleavage syst< 




precursor [Arabidopsis thaliana] 


Seq. No. 


216658 


Seq. ID 


LIB3147-044-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3947448 


BLAST score 


207 


E value 


1.0e-16 


Match length 


93 


% identity 


44 


NCBI Description 


(AL033535) cDNA EST yk301fl.5 comes from - 




EST yk475f6.3 comes from this gene; cDNA 




comes from this gene; cDNA EST yk47 5f6.5 




gene; cdjna ihoi yK^yygo.o comes rrom unis 




[Caenorhabdi. . . >gi 3947543 emb CAA88952_ 




yk301fl.5 comes from this gene; cDNA EST 




from this gene; cDNA EST yk301fl.3 comes 




cDNA EST yk475f6.5 comes from this gene; 




comes from this gene [Caenorhabditi 


Seq. No. 


216659 


Seq. ID 


LIB3147-04 4-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


«qooi n o r\ 

giozl /ou 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


216660 


Seq. ID 


LIB314 7-04 5-Q1-K1-A10 


Method 


BLASTX 






BLAST score 


390 


E value 


9.0e-38 


Match length 


127 


% identity 


57 


NCBI Description 


(X95991) pectinesterase [Prunus persica] 


Seq. No. 


216661 


Seq. ID 


LIB314 7-04 5-Q1-K1 -All 


Method 


BLASTN 


NCBI GI 


gl2292 


xjjj/io i score 


O O Q 


E value 


1.0e-126 


Match length 


353 


% identity 


91 


NCBI Description 


Spinach chloroplast DNA homologous to ARS 




upstream of rDNA operon 


Seq. No. 


216662 


Seq. ID 


LIB314 7-04 5-Q1-K1-A4 


Method 


BLASTX 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



30333 




NCBI GI 


g3157922 




272 


E value 


4.0e-24 


Match length 


65 


% identity 


77 


NCBI Description 


(AC002131) Contains similarity to proline-rich protein 




gb S68113 from Brassica napus . [Arabidopsis thaliana] 


Seq. No. 


216663 


Seq. ID 


LIB3147-045-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2213867 




368 


E value 


1.0e-35 


Match length 


82 


% identity 


87 


NCBI Description 


(AF003124) fructose-biphosphate aldolase [Mesembryanth 




crystallinum] 


Seq. No. 


216664 


Seq. ID 


LIB3147-045-Q1-K1-B10 


Method 


BLASTX 






BLAST score 


597 


E' value 


4.0e-62 * 


Match length 


138 


% identity 


87 


NCBI Description 


(X83729) inorganic pyrophosphatase [Nicotiana tabacum] 


Seq. No. 


216665 


Seq. ID 


LIB3147-045-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4218120 


r3±j£\D l score 


OO 1 


E value 


1.0e-36 


Match length 


101 


% identity 


68 


NCBI Description 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




thaliana] 


Seq. No. 


216666 


Seq. ID 


LIB314 7-04 5-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3193292 


BLAST score 


456 


E value 




Match length 


134 


% identity 


65 


NCBI Description 


(AF069298) similar to ATPases associated with various 




cellular activites (Pfam: AAA.hmm, score: 230.91) 




[Arabidopsis thaliana] 


Seq. No. 


216667 


Seq. ID 


LIB3147-045-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


287 



30334 




E value 


1.0e-25 




Match length 


64 




% identity 


81 




NCBI Description 


(L22305) corC [Medicago sativa] 




Seq. No. 


216668 




Seq. ID 


LIB3147-045-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


a4567249 




BLAST score 


587 




E value 


7.0e-61 




Match length 


133 




% identity 


81 




NCBI Description 


(AC007070) hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


216669 




Seq. ID 


LIB3147-045-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


a2052383 




BLAST score 


256 




E value 


5.0e-22 




Match length 


53 




% identity 


83 




NCBI Description 


(U66345) calreticulin [Arabidopsis thaliana] 




Seq. No. 


216670 




Seq. ID 


LIB3147-045-Q1-K1-C1 




Method 


BLASTX 




NCBI GI 


g3924612 




BLAST score 


341 




T^ 1 V3 1 hp 


6 Oe-32 




Match length 


74 




% identity 


89 




NCBI Description 


(AF069442) mitochondrial elongation factor Tu 


[Arabidopsis 




thaliana] >gi_4263511__gb_AAD15337_ (AC004044) 


mitochondria 




elongation factor Tu [Arabidopsis thaliana] 




Seq. No. 


216671 




Seq. ID 


LIB314 7-04 5-Q1-K1-C10 




Method 


BLASTN 




MpDT (IT 


y o jl, ± / ou 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


216672 




Seq. ID 


LIB3147-045-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g485514 










E value 


1.0e-20 




-Match length 


59 




% identity 


75 




NCBI Description 


ADR11-2 protein - soybean {fragment) 






>gi_296443_emb_CAA4 9341_ (X69640) auxin down 


regulated 




30335 





Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Glycine max] 
216673 

LIB3147-045-Q1-K1-C3 

BLASTX 

g2979547 

542 

2.0e-55 

165 
56 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216674 

LIB3147-045-Q1-K1-C4 

BLASTN 

g3821780 

36 

6.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



216675 

LIB3147-045-Q1-K1-C5 

BLASTX 

g2583108 

423 

1.0e-41 

118 

71 

(AC002387) putative surface protein [Arabidopsis thaliana] 
216676 

LIB3147-045-Q1-K1-C6 

BLASTX 

g4376203 

275 

2.0e-24 

139 

40 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 

216677 

LIB3147-045-Q1-K1-C7 

BLASTX 

g4115918 

235 

1.0e-19 

56 
80 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

216678 

LIB3147-045-Q1-K1-C8 



30336 




Method 


BLASTX 


NCBI GI 


a4539408 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


50 


% identity 


62 


NCBI Description 


(AL04 9524) putative alpha NAC [Arabidopsis thaliana] 


Seq. No. 


216679 


Seq. ID 


LIB3147-045-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


573 


E value 


3.0e-59 






% identity 


83 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 




ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 




>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methi 




synthetase 1 [Catharanthus roseus] 


Seq. No. 


216680 


Seq. ID 


LIB3147-045-Q1-K1-D1 


Method 


BLASTX 


IN Ij J. Ul 




BLAST score 


474 


E value 


1.0e-47 


Match length 


112 


% identity 


85 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216681 


Seq. ID 


LIB314 7-045-Q1-K1-D11 


Method 


BLASTX 




n^Qp copy] 


BLAST score 


713 


E value 


1.0e-75 


Match length 


145 


% identity 


90 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


216682 


Seq. ID 


LIB3147-045-Q1-K1-D2 


Method 


BLASTN 


LNCDl o JL 


rrAOA OA Of) 


BLAST score 


41 


E value 


8.0e-14 


Match length 


69 


% identity 


90 


NCBI Description 


Arabidopsis thaliana mRNA for glutathione transferase 


Seq. No. 


216683 


Seq. ID 


LIB3147-045-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl524121 


BLAST score 


659 


E value 


3.0e-69 



30337 



Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



148 
82 

(X96539) malate dehydrogenase [Mesembryanthemum 
crystallinum] 

216684 

LIB3147-045-Q1-K1-D4 
BLASTX 



NCBI GI 


g3236235 


BLAST score 


355 


E value 


1.0e-33 


Match length 


127 


% identity 


D 1 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis 




>gi_4056501 (AC005896) unknown protein 




thaliana] 


Seq. No. 


216685 


Seq. ID 


LIB3147-045-Q1-K1-D5 


Method 


B LASIX 


NCBI GI 


g231660 


BLAST score 


463 


E value 


7.0e-64 


Match length 


143 


% identity 


78 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 


Seq. No. 


216686 


Seq. ID 


LIB3147-045-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4033430 


BLAST score 


152 


E value 


5-0e-10 


Match length 


99 


% identity 


40 


NCBI Description 


PYRUVATE KINASE (PK) >gi 3108349 (AF061 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Drosophila melanogaster] >gi_3128475 (AF062478) pyruvate 
kinase [Drosophila melanogaster] 

216687 

LIB3147-04 5-Q1-K1-E5 

BLASTX 

g4567203 

222 

4.0e-18 

48 
90 

(AC007168) putative beta-hydroxyacyl-ACP dehydratase 
[Arabidopsis thaliana] 

216688 

LIB314 7-045-Q1-K1-E8 

BLASTX 

gl26896 

550 

2.0e-56 
132 



30338 



% identity 

NCBI Description 



83 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831__pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 





Seq. No. 


216689 




Seq. ID 


LIB3147-045-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g3551257 




BLAST score 


333 




E value 


4.0e-31 




Match length 






% identity 


24 




NCBI Description 


(AB012708) 98b [Daucus carota] 




Seq. No. 


216690 




Seq. ID 


LIB3147-045-Q1-K1-F1 


if* 


Method 


BLASTX 




NCBI GI 


g2695931 


y = 


BLAST score 


354 


03 


E value 


2.0e-33 


4= 


Match length 


119 




-5 identity 


oi 




NCBI Description 


(AJ222779) hypothetical protein [Hordeum vulgare] 


y \ 


Seq. No. 


216691 




Seq. ID 


LIB3147-045-Q1-K1-F10 




Method 


BLASTX 


fl 


NCBI GI 


g3202042 




BLAST score 


320 




E value 


1.0e-29 




Match length 


116 




% identity 


ft r\ 




NCBI Description 


(AF069324) 26S proteasome regulatory subunit S5A 






[Mesembryanthemum crystallinum] 




Seq. No. 


216692 




Seq. ID 


LIB3147-045-Q1-K1-F11 




Method 


BLASTX 




NCBI GI 


g4406819 




BLAST score 


476 




E value 


6.0e-48 




Match length 


134 




% identity 


71 




NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 




Seq. No. 


216693 




Seq. ID 


LIB3147-045-Q1-K1-F2 




Method 


BLASTX 




NCBI GI 


gl408473 




BLAST score 


355 




E value 


1.0e-33 




Match length 


76 




% identity 


86 




NCBI Description 


(U48939) actin depolymerizing factor 2 [Arabidopsis 



30339 



€1 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216694 

LIB3147-045-Q1-K1-F4 

BLASTX 

g2500341 

155 

3.0e-10 

38 

74 

50S RIBOSOMAL PROTEIN L36 >gi__1652406_dbj_BAA17 328_ 
(D90905) SOS ribosomal protein L36 [Synechocystis sp.] 



Seq. No. 


216695 


Seq. ID 


LIB3147-045-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


192 


E value 


2.0e-19 


Match length 


73 


% identity 


84 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 


Seq. No. 


216696 


Seq. ID 


LIB3147-045-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3122060 


BLAST score 


707 


E value 


6.0e-75 


Match length 


146 


% identity 


93 


NCBI Description 


ELONGATION FACTOR 1 -ALP HA (EF-1 -ALPHA) 




>gi 2598657 emb CAA10847 (AJ222579) elongat 




1-alpha (EFl-a) [Vicia faba] 


Seq. No. 


216697 


Seq. ID 


LIB3147-045-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2129726 


BLAST score 


686 


E value 


2.0e-72 


Match length 


168 


% identity 


79 


NCBI Description 


RNA polymerase II third largest chain RPB35 . 



Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216698 

LIB3147-045-Q1-K1-H10 

BLASTN 

g755147 

232 

1.0e-128 

289 

94 



30340 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Gossypium hirsutum vacuolar H+-ATPase proteolipid (16 kDa) 
sufounit (cval6-2) mRNA, complete cds 

216699 

LIB3147-045-Q1-K1-H11 

BLASTX 

gl20669 

597 

5.0e-62 

138 
83 

GLYCERALDEHYDE 
>gi_66014_pir_ 
dehydrogenase (EC 1.2.1 
>gi_l 956 6_emb_CAA4 2 9 0 5_ 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
DEJMG glyceraldehyde-3-phosphate 

12) - Magnolia liliiflora 
(X60347) glyceraldehyde 



3-phosphate dehydrogenase [Magnolia liliiflora] 
216700 

LIB3147-045-Q1-K1-H3 

BLASTX 

g3176668 

475 

6.0e-49 

127 
75 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974 f gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


216701 


Seq. ID 


LIB3147-046-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4490728 


BLAST score 


211 


E value 


6.0e-17 


Match length 


50 


% identity 


72 


NCBI Description 


(AL035709) putative protein 


Seq. No. 


216702 


Seq. ID 


LIB3147-04 6-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl2434 


BLAST score 


38 


E value 


4.0e-12 


Match length 


46 


% identity 


96 


NCBI Description 


Maize chloroplast psbB-psbF- 


Seq. No. 


216703 


Seq. ID 


LIB3147-046-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3176668 


BLAST score 


383 


E value 


3.0e-37 


Match length 


80 


% identity 


93 



30341 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb__Z34728, gb_F19974, gbJT75 677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

216704 

LIB3147-04 6-Q1-K1-B11 

BLASTX 

g3885884 

249 

2.0e-21 

53 
89 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
216705 

LIB3147-04 6-Q1-K1-B12 

BLASTX 

g950299 

559 

1.0e-57 

116 

88 

(L4 6792) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216706 

LIB3147-04 6-Q1tK1-B2 

BLASTX 

gl351834 

306 

5.0e-28 

94 

62 

PROBABLE ATP-DEPENDENT TRANSPORTER YCF16 >gi_1016162 
(U30821) ABC transporter subunit [Cyanophora paradoxal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216707 

LIB3147-04 6-Q1-K1-B3 

BLASTX 

gll73027 

384 

3.0e-37 

108 

71 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216708 

LIB3147-04 6-Q1-K1-B4 

BLASTX 

g2467274 

199 

2.0e-15 

84 

52 

(Z99759) rna binding protein [Schizosaccharomyces pombe] 



30342 



Seq. No,. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216709 

LIB3147-046-Q1-K1-B5 

BLASTX 

g548774 

314 

4 .Oe-29 

92 
68 

60S RIBOSOMAL PROTEIN L7A >gi_542 158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

216710 

LIB3147-046-Q1-K1-B6 

BLASTX 

g4417271 

600 

2.0e-62 

141 
81 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216711 

LIB3147-046-Q1-K1-B7 

BLASTX 

g2511570 

260 

1.0e-22 

66 

76 

(Y13174) multicatalytic endopeptidase [Arabidopsis 
thaliana] 



Seq. No. 


216712 


Seq. ID 


LIB3147-04 6-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


38 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


216713 


Seq. ID 


LIB3147-04 6-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


693 


E value 


2.0e-73 


Match length 


137 


% identity 


93 


NCBI Description 


(Y09533) involved in star 


Seq. No. 


216714 


Seq. ID 


LIB3147-04 6-Q1-K1-C12 


Method 


BLASTX 



30343 




g4321399 
506 

2.0e-51 

119 
74 

(AF047039) omega-3 fatty acid desaturase [Perilla 
f rutescens] 

216715 

LIB314 7-04 6-Q1-K1-C3 

BLASTX 

g2829899 

295 

1.0e-26 

123 

46 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216716 

LIB3147-04 6-Q1-K1-C4 

BLASTX 

g3287270 

375 

3.0e-36 

105 

72 

(Y09533) involved in 



starch metabalism 



[Solanum tuberosum 



216717 

LIB3147-04 6-Q1-K1-C6 

BLASTN 

g2828187 

40 

4.0e-13 

48 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

216718 

LIB3147-046-Q1-K1-C7 

BLASTX 

g2407800 

352 

2.0e-33 

79 

89 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
216719 

LIB3147-04 6-Q1-K1-D10 

BLASTX 

g425194 

570 

6.0e-59 

30344- 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
93 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034 618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 

216720 

LIB3147-04 6-Q1-K1-D11 

BLASTX 

gl26896 

283 

3.0e-25 

83 
72 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 


216721 


Seq. ID 


LIB3147-046-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g967125 


BLAST score 


365 


E value 


3. Oe-35 


Match length 


83 


% identity 


62 


NCBI Description 


(U08140) calcium dependent protein kinase [Vigna radiata] 


Seq. No. 


216722 


Seq. ID 


LIB3147-04 6-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3721926 


BLAST score 


204 


E . value 


3.0e-16 


Match length 


98 


% identity 


61 


NCBI Description 


(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 


Seq. No. 


216723 


Seq. ID 


LIB3147-04 6-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2708749 


BLAST score 


325 


E value 


3.0e-30 


Match length 


103 


% identity 


59 


NCBI Description 


(AC003952) putative senescence-assoc . rhodanese-like 




protein [Arabidopsis thaliana] 


Seq. No. 


216724 


Seq. ID 


LIB314 7-04 6-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4508078 


BLAST score 


431 


E value 


1.0e-42 



30345 



Match length 

% identity 

NCBI Description 



90 
87 

(AC005882) 64134 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216725 

LIB3147-046-Q1-K1-E7 

BLASTX 

gl!69546 

202 

7.0e-16 

96 
43 

PUTATIVE ER LUMEN PROTEIN RETAINING RECEPTOR C28H8.4 
>gi_669010 (U20861) similar to endoplasmic reticulum lumen 
protein retaining receptor [Caenorhabditis elegans] 



Seq. No. 


216726 


Seq. ID 


LIB3147-04 6-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4538993 


BLAST score 


341 


E value 


2.0e-32 


Match length 


81 


% identity 


79 


NCBI Description 


(AL049481) putative host respoi 




thaliana] 


Seq. No. 


216727 


Seq. ID 


LIB3147-04 6-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7 .Oe-11 


Match length 


45 


% identity 


65 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


216728 


Seq. ID 


LIB3147-04 6-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


308 


E value 


3.0e-28 


Match length 


84 


% identity 


71 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


216729 


Seq. ID 


LIB3147-04 6-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4559358 


BLAST score 


150 


E value 


4.0e-10 


Match length 


53 


% identity 


49 


NCBI Description 


(AC006585) putative steroid bi 




thaliana] 



30346 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216730 

LIB3147-046-Q1-K1-G4 

BLASTX 

g544077 

170 

4.0e-12 

101 
40 

COATOMER ZETA SUBUNIT (ZETA-COAT PROTEIN) (ZETA-COP) 

>gi_539742_pir A494 65 coatomer zeta chain - bovine 

>gi_4 414 8 6_emb_CAA53539_ (X75935) coatomer [Bos taurus] 
>gi_740139_prf 2004374A coatomer zeta [Bos taurus] 

216731 

LIB3147-04 6-Q1-K1-G7 

BLASTX 

g2408103 

211 

6.0e-17 

110 

46 

(AJ001587) sid3 [Schizosaccharomyces pombe] 
216732 

LIB3147-04 6-Q1-K1-G9 

BLASTX 

g3702340 

140 

1.0e-08 

99 

38 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
216733 

LIB3147-046-Q1-K1-H3 

BLASTX 

gl546692 

250 

4 .0e-23 

102 
55 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216734 

LIB3147-046-Q1-K1-H7 

BLASTX 

gll73218 

558 

2.0e-57 

108 

99 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 



216735 



30347 



Seq. ID 


LIB3147-046-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl350707 


BLAST score 


212 


E value 


a f)o_i 7 

U ■ Wfc; ± f 


Match length 


52 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L2 




protein 17K - mouse >gi_ 




[Mus musculus] 


Seq. No. 


216736 


Seq. ID 


LIB3147-047-Q1-K1-A4 


Method 


BLASTX 


in \^ n> ± Kj± 


y ft u yo 3£ -D 


BLAST score 


622 


E value 


3.0e-69 


Match length 


139 


% identity 


94 


NCBI Description 


(U76746) beta-tubulin 3 


Seq. No. 


216737 


Seq. ID 


LIB3147-047-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2129605 


BLAST score 


319 


E value 


1.0e-32 


Match length 


73 


x> -LU.CI1 L--L Ly 


o f 


NCBI Description 


GTP-binding protein 2 - 




>gi_2129702_pir S71585 




ATGB2 - Arabidopsis thai 




[Arabidopsis thaliana] > 




GTP-binding protein GB2 


Seq. No. 


216738 


Seq. ID 


LIB3147-047-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3435196 


BLAST score 


328 


E value 


1.0e-30 


Match length 


126 


% identity 


62 



JC2012 ribosomal 



[Triticum aestivum] 



(AL031986) 



NCBI Description (AF067773) glutamyl -tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216739 

LIB3147-04 7-Q1-K1-B7 

BLASTX 

g2854070 

157 

2.0e-10 

43 
74 

(AF044914) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 



216740 



30348 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-047-Q1-K1-C10 

BLASTX 

gl332579 

369 

2.0e-35 

125 

7 

(X98063) polyubiquitin 



[Pinus sylvestris] 



216741 

LIB3147-047-Q1-K1-C4 

BLASTX 

g2493494 

274 

5.0e-37 

124 
65 

SERINE C ARB OXYPEPTI DAS E II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216742 

LIB314 7-04 7-Q1-K1-C7 

BLASTX 

g4454480 

163 

3.0e-ll 

76 

41 

(AC006234) putative (1-4; 
[Arabidopsis thaliana] 



-beta-mannan endohydrolase 



Seq. No. 
Seq. ID 



216743 

LIB3147-047-Q1-K1-D3 

BLASTX 

g2506139 

142 

2.0e-09 

46 

65 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901__ (Z67962) 
archain/delta-COP [Oryza sativa] 

216744 

LIB3147-047-Q1-K1-D4 

BLASTX 

g4510345 

145 

3.0e-16 

110 
45 

(AC006921) unknown protein [Arabidopsis thaliana] 
216745 

LIB3147-04 7-Q1-K1-D5 



30349 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760349 

372 

6.0e-38 

97 
18 

(U84969) ubiquitin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216746 

LIB3147-047-Q1-K1-E8 

BLASTX 

g4115925 

135 

1.0e-21 

81 
80 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027 . 1_ (AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


216747 


Seq. ID 


LIB3147-047-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


179 


E value 


4 . Oe-13 


Match length 


47 


% identity 


72 


NCRT DpsrriDt ion 


(AC007017) putative RNA helicase A [Arabidopsis thai 


Seq. No. 


216748 


Seq. ID 


LIB3147-047-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g2828187 


BLAST score 


34 


E value 


1.0e-09 


Match length 


38 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K21C13, complete sequence [Arabidopsis thaliana] 


Seq. No. 


216749 


Seq. ID 


LIB3147-047-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


203 


E value 


7.0e-16 


Match length 


63 


% identity 


62 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


216750 


Seq. ID 


LIB3147-04 9-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2623295 


BLAST score 


370 



30350 



E value 


2.0e-35 


Match length 


146 


% identity 


51 


NCBI Description 


(AC002409) hypothetical protein 


Seq. No. 


216751 


Seq. ID 


LIB3147-04 9-Q1-K1-A3 


Method 


BLASTX 






BLAST score 


226 


E value 


9.0e-19 


Match length 


45 


% identity 


98 


NCBI Description 


(AF051251) TAT-binding protein : 


Seq. No. 


216752 


Seq. ID 


LIB3147-04 9-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g266944 


BLAST score 


431 


E value 


7.0e-43 


Match length 


85 


% identity 


93 


NCBI Description 


60S RIBOSOMAL PROTEIN L2 (L8) C 



(RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216753 

LIB314 7-04 9-Q1-K1-A8 

BLASTN 

g2264315 

39 

2.0e-12 

79 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRN17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216754 

LIB3147-04 9-Q1-K1-A9 

BLASTX 

g3915847 

219 

5.0e-18 

50 
80 

4 OS RIBOSOMAL PROTEIN S2 
40S ribosomal protein S2 



>gi_2335095 (AC002339) putative 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216755 

LIB3147-04 9-Q1-K1-B1 

BLASTX 

g2791806 

173 

3.0e-12 
49 



30351 



% identity 

NCBI Description 



65 

(AF041433) 



bet3 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216756 

LIB3147-04 9-Q1-K1-B10 

BLASTX 

g4468218 

188 

4.0e-14 

115 
23 

(AJ010025) unr-interacting protein [Homo sapiens] 



Seq. No. 


216757 


Seq. ID 


LIB3147-04 9-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3063392 


BLAST score 


250 


E value 


3.0e-21 


Match length 


66 


% identity 


70 


NCBI Description 


(AB012932) Ca2+/H+ exchanger [Vigna radiata] 


Seq. No. 


216758 


Seq. ID 


LIB3147-04 9-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


503 


E value 


5.0e-51 


Match length 


102 


% identity 


98 


NCBI Description 


(Z49150) cobalamine-independent methionine synthase 




[Solenostemon scutellarioides] 


Seq. No. 


216759 


Seq. ID 


LIB3147-049-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3122818 


BLAST score 


171 


E value 


4.0e-12 


Match length 


73 



% identity 45 

NCBI Description 30S RIBOSOMAL PROTEIN S6 >gi_2196757 (AF003196) ribosomal 
protein S6 [Neisseria gonorrhoeae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216760 

LIB314 7-04 9-Q1-K1-B9 

BLASTX 

g464849 

808 

9.0e-87 

155 

99 

TUBULIN ALPHA CHAIN >gi_4 8 68 4 7_pir S3 6232 tubulin alpha 

chain - almond >gi_20413_emb_CAA4 7 635__ (X67162) 
alpha-tubulin [Prunus dulcisj 



30352 



<D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216761 

LIB3147-049-Q1-K1-C2 

BLASTX 

g4115918 

290 

5.0e-26 

74 
74 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216762 

LIB3147-049-Q1-K1-C3 

BLASTX 

g461944 

274 

3.0e-24 

108 

56 

DNAJ PROTEIN HOMOLOG (DNAJ-1) >gi_182 60_emb_CAA4 7 92 5_ 
(X67695) cs DnaJ-1 [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216763 

LIB3147-04 9-Q1-K1-C8 

BLASTX 

g4115918 

313 

1.0e-28 

92 
67 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216764 

LIB3147-04 9-Q1-K1-D1 

BLASTX 

g3334138 

299 

4.0e-27 

103 

58 

CALNEXIN HOMOLOG PRECURSOR 
[Glycine max] 



>gi_669003 (U20502) calnexin 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216765 

LIB3147-04 9-Q1-K1-D10 

BLASTX 

g3341685 

461 

4.0e-46 

135 
71 

(AC003672) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



216766 

LIB3147-04 9-Q1-K1-D2 
BLASTX 



30353 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl766048 
692 

4.0e-73 

169 

82 

(U81994) NAD+ dependent isocitrate dehydrogenase subunit 2 
[Arabidopsis thaliana] 



Seq. No. 


216767 


Seq. ID 


LIB3147-04 9-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2660673 


BLAST score 


169 


E value 


/ . ue — ±z 


Match length 


131 


% identity 


17 


NCBI Description 


(AC002342) unknown protein 


Seq. No. 


216768 


Seq. ID 


LIB3147-04 9-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl483563 


BLAST score 


501 


E value 


8.0e-51 


Match length 


127 


% identity 


75 


NCBI Description 


(X99825) leucine aminopept 


Seq. No. 


216769 


Seq. ID 


LIB3147-049-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3024516 


BLAST score 


717 


E value 


4.0e-76 


Match length 


142 


% identity 


99 


NCBI Description 


RAS -RELATED PROTEIN RAB11C 




similarity to A. thaliana 




gb__AT TS2483, gb_AT TS2484 , gb 




[Arabidopsis thaliana] >gi 




small GTPase [Arabidopsis 


Seq. No. 


216770 


Seq. ID 


LIB3147-04 9-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4107099 


BLAST score 


391 


E value 


8.0e-38 


Match length 


117 


% identity 


64 


NCBI Description 


(AB015141) AHP1 [Arabidops 




>gi_4 1 5 6 2 4 5_db j _BAA3 7 1 1 2_ 




thaliana] 


Seq. No. 


216771 


Seq. ID 


LIB3147-04 9-Q1-K1-E2 


Method 


BLASTX 



-2 (gb__ATHARA2 ) . ESTs 



(AB012570) ATHP3 [Arabidopsis 



30354 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl212921 
224 

6.0e-19 

63 

70 

(X95953) aquaporin [Helianthus annuus] 
216772 

LIB3147-04 9-Q1-K1-E6 

BLASTX 

g974782 

249 

3.0e-21 

51 

98 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



216773 

LIB3147-04 9-Q1-K1-E8 

BLASTX 

g3360289 

330 

1.0e-30 

98 
65 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

216774 

LIB3147-04 9-Q1-K1-F1 

BLASTX 

gl!73256 

282 

5.0e-25 

74 

76 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739__emb_CAA55882__ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 

216775 

LIB3147-04 9-Q1-K1-F11 

BLASTX 

g2832675 

252 

2.0e-21 

111 

48 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
216776 

LIB3147-04 9-Q1-K1-F12 

BLASTX 

gl70920 

467 



30355 




E value 


7.0e-47 


Match length 


86 


% identity 


100 


NCBI Description 


(M62396) ribosomal protein L41 [Candida maltosa] 


Seq. No. 


216777 


Seq. ID 


LIB3147-049-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4567279 


DLfioi score 


*3 ^ n 


E value 


4.0e-33 


Match length 


109 


% identity 


65 


NCBI Description 


(AC006841) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


216778 


Seq. ID 


LIB3147-04 9-Q1-K1-F5 


Method 


BLASTX 




gzoz I oj / 


BLAST score 


278 


E value 


1.0e-24 


Match length 


70 


% identity 


70 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


216779 


Seq. ID 


LIB3147-049-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gz Jzo410 


BLAST score 


363 


E value 


9.0e-35 


Match length 


117 


% identity 


64 


NCBI Description 


(AF015913) SkblHs [Homo sapiens] 


Seq. No. 


216780 


Seq. ID 


LIB3147-04 9-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3687249 


oLiAo i score 


1 £0 
1 oZ 


E value 


2.0e-ll 


Match length 


35 


% identity 


83 


NCBI Description 


(AC005169) putative copia-like transposable element 




[Arabidopsis thaliana] 


Seq. No. 


216781 


Seq. ID 


LIB3147-049-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3024013 


BLAST score 


306 


E value 


7.0e-28 


Match length 


160 


% identity 


41 



NCBI Description EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 

(EIF-2-ALPHA) >gi_27064 60_emb_CAA15918 . 1_ (AL021046) 



30356 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



translational initiation factor 2 alpha 
[Schizosaccharomyces pombe] 

216782 

LIB3147-04 9-Q1-K1-G7 

BLASTX 

g2224911 

264 

3.0e-23 

69 

74 

(U93048) 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216783 

LIB31 47-04 9-Q1-K1-H10 

BLASTX 

gl531758 

250 

4.0e-34 

96 
73 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 
unknown protein [Arabidopsis thaliana] 



(AC003028) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216784 

LIB3147-04 9-Q1-K1-H2 

BLASTN 

g3399678 

43 

7.0e-15 

103 

85 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


216785 


Seq. ID 


LIB3147-04 9-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g732893 


BLAST score 


385 


E value 


2.0e-37 


Match length 


81 


% identity 


83 


NCBI Description 


(X85382) tobacco calretulin [Nicotiana tabacum] 


Seq. No. 


216786 


Seq. ID 


LIB3147-04 9-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3894389 


BLAST score 


350 


E value 


4.0e-33 


Match length 


145 


% identity 


10 


NCBI Description 


(AF053996) Hcr2-2A [Lycopersicon pimpinellif olium] 


Seq. No. 


216787 



30357 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-050-Q1-K1-A11 

BLASTX 

g3962377 

331 

8.0e-31 

77 
79 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

MCBI Description 



216788 

LIB3147-050-Q1-K1-A12 

BLASTN 

g3821780 

36 

7.0e-ll 

43 

63 

Xenopus laevis cDNA clone 27A6-1 
216789 

LIB314 7-050-Q1-K1-A2 

BLASTX 

gl351014 

312 

1.0e-28 

64 
92 

40S RIBOSOMAL PROTEIN S8 >gi_968 902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216790 

LIB3147-050-Q1-K1-A4 

BLASTX 

g4263790 

383 

7.0e-37 

88 
84 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
216791 

LIB3147-050-Q1-K1-A7 

BLASTX 

gl946368 

420 

2.0e-41 

126 

71 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



216792 

LIB3147-050-Q1-K1-B2 

BLASTX 

g2662343 

716 

6.0e-76 

138 



30358 



% identity 


99 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


216793 


Seq. ID 


LIB3147-050-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2147966 


BLAST score 


180 


E value 


2.0e-27 


Mat ch length 




% identity 


65 


NCBI Description 


probable l-acyl-sn-glycerol-3-phosphate acyltransf erase - 




Limnanthes douglasii >gi_1067138_emb_CAA88 620_ (Z48730) 




l-acyl-sn-glycerol-3-phosphate acyltransf erase (putative) 




[Limnanthes douglasii] 


Seq. No. 


216794 


Seq. ID 


LIB3147-050-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3914685 


JdLAo! score 


11 0 


E value 


2.0e-75 


Match length 


147 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034 948) ribosomal 




protein L17 [Zea mays] 


Seq. No. 


216795 


Seq. ID 


LIB3147-050-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


^,"7 o o o n o 

g / oZq 3 o 


BLAST score 


443 


E value 


6.0e-44 


Match length 


94 


% identity 


82 


NCBI Description 


(X85382) tobacco calretulin [Nicotiana tabacum] 


Seq. No. 


216796 


Seq. ID 


LIB3147-050-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g416662 


BLAST score 


194 


E value 


4 . Ue-lD 


Match length 


88 


% identity 


52 


NCBI Description 


21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 




inhibitor homolog - soybean >gi_21909_emb_CAA398 60_ 




(X56509) 21 kDa seed protein [Theobroma cacao] 


Seq. No. 


216797 


Seq. ID 


LIB3147-050-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2431769 


BLAST score 


190 


E value 


1.0e-14 


Match length 


56 


% identity 


66 



30359 



fl 



NCBI Description (U62752) acidic ribosomal protein Pla [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216798 

LIB3147-050-Q1-K1-D11 

BLASTX 

g3123745 

196 

3.0e-17 

64 
78 

(AB013447) aluminum-induced [Brassica napus] 
216799 

LIB3147-050-Q1-K1-D2 

BLASTX 

g294668 

413 

2.0e-40 

96 
85 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 
216800 

LIB3147-050-Q1-K1-D5 

BLASTX 

gl435021 

156 

2.0e-12 

143 

44 

(D26575) DNA-binding protein [Daucus carota] 
216801 

LIB3147-050-Q1-K1-D8 

BLASTX 

g4454484 

151 

2.0e-10 

41 

66 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216802 

LIB3147-050-Q1-K1-D9 

BLASTX 

g2982268 

495 

4.0e-50 

105 

92 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 
Seq. ID 

Method 



216803 

LIB314 7-050-Q1-K1-E1 
BLASTX 



30360 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351279 
200 

1.0e-15 

44 

89 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216804 

LIB3147-050-Q1-K1-E2 

BLASTX 

g2072393 

217 

2.0e-17 

82 
54 

(U29168) similar to human Xeroderma pigmentosum group B DNA 
repair protein, Swiss-Prot Accession Number P19447 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216805 

LIB3147-050-Q1-K1-E3 

BLASTX 

g4415992 

784 

6.0e-84 

162 

91 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



216806 

LIB3147-050-Q1-K1-E5 

BLASTX 

g2129915 

438 

2.0e-43 
118 

69 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216807 

LIB3147-050-Q1-K1-E7 

BLASTX 

g3193303 

127 

6.0e-10 

60 

63 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 



216808 



30361 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-050-Q1-K1-F1 

BLASTX 

gll9354 

489 

2.0e-49 

101 

94 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4,2.1.11) - tomato 
>gi_19281_eirib_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 


216809 


Seq. ID 


LIB3147-050-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3445201 


BLAST score 


173 


E value 


3. Oe-12 


Match length 


105 


% identity 


42 


NCBI Description 


(AC004786) unknown protein [Arab 


Seq. No. 


216810 


Seq. ID 


LIB3147-050-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl314711 


BLAST score 


788 


E value 


2.0e-84 


Match length 


163 


% identity 


91 


NCBI Description 


(U54615) calcium-dependent prote 




thaliana] >gi_3068712 (AF049236) 




kinase [Arabidopsis thaliana] 


Seq. No. 


216811 


Seq. ID 


LIB3147-050-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2507421 


BLAST score 


530 


E value 


4.0e-54 


Match length 


113 


% identity 


89 



calcium dependent protein 



NCBI Description 



PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 4 90709_emb_CAB3884 3 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216812 

LIB3147-050-Q1-K1-F8 

BLASTX 

gll76081 

274 

4.0e-24 

141 
43 

HYPOTHETICAL PROTEIN HI0671 >gi_107 4 47 8_pir_ 



F64156 



30362 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hypothetical protein HI0671 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573672 (U32750) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

216813 

LIB3147-050-Q1-K1-G1 

BLASTX 

g320558 

281 

6.0e-25 

85 
72 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 

216814 

LIB3147-050-Q1-K1-G2 

BLASTX 

g461736 

753 

3.0e-80 

164 

92 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 

>gi_47878 6_pir S29316 chaperonin 60 - cucurbit 

>gi_1254 6_emb__CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp. ] 

216815 

LIB3147-050-Q1-K1-G4 

BLASTX 

g575605 

406 

1.0e-39 

140 
59 

(D42065) cationic peroxidase isozyme 40K precursor 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216816 

LIB3147-050-Q1-K1-G5 

BLASTX 

g575603 

180 

4.0e-13 

138 
36 

(D42064) cationic peroxidase isozyme 38K precursor 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216817 

LIB3147-050-Q1-K1-G6 

BLASTX 

g2065021 

170 

1.0e-16 

153 



30363 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(Y12555) alanyl t-RNA synthetase [Arabidopsis thaliana] 
216818 

LIB3147-050-Q1-K1-G8 

BLASTX 

g4056469 

613 

7.0e-64 

126 

96 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

216819 

LIB3147-050-Q1-K1-H11 

BLASTX 

g2980770 

759 

5.0e-81 

161 
88 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
216820 

LIB3147-050-Q1-K1-H3 

BLASTX 

g2829899 

209 

1.0e-16 

131 

38 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and maj or#latex protein, 
gp_X91961__1107495 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216821 

LIB3147-050-Q1-K1-H7 

BLASTX 

g3152572 

687 

1.0e-72 

152 
82 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216822 

LIB3147-050-Q1-K1-H8 

BLAST N 

g2264309 

40 

5.0e-13 



30364 



Match length 

% identity 

NCBI Description 



195 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216823 

LIB3147-051-Q1-K1-A10 

BLASTX 

g4090257 

125 

2.0e-15 

79 

53 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 



Seq. No. 


216824 


Seq. ID 


LIB3147-051-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3152660 


BLAST score 


207 


E value 


3.0e-16 


Match length 


139 


% identity 


35 


NCBI Description 


(AF064 603) GA17 protein [Homo sapiens] 


Seq. No. 


216825 


Seq. ID 


LIB3147-051-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3860020 


BLAST score 


229 


E value 


5.0e-19 


Match length 


104 


% identity 


45 


NCBI Description 


(AF091091) unknown [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216826 

LIB3147-051-Q1-K1-A5 

BLASTX 

g2500378 

434 

6.0e-43 

95 
83 

60S RIBOSOMAL PROTEIN L37 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216827 

LIB3147-051-Q1-K1-A8 

BLASTX 

g3023187 

591 

2.0e-61 

127 

91 

14-3-3-LIKE PROTEIN (G-BOX BINDING FACTOR) >gi_1773328 
(U80070) 14-3-3-like protein [Mesembryanthemum 
crystallinum] 



30365 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216828 

LIB3147-051-Q1-K1-B11 

BLASTX 

gl703275 

212 

6.0e-17 

45 

82 

METHIONINE AMI NO PEPTIDASE 2 (ME TAP 2) (PEPTIDASE M 2) 
(INITIATION FACTOR 2 ASSOCIATED 67 KD GLYCOPROTEIN) (P67) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216829 

LIB3147-051-Q1-K1-B12 

BLASTX 

g310587 

110 

4 .0e-09 

57 
67 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384110_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 

216830 

LIB3147-051-Q1-K1-B2 

BLASTX 

g2429280 

630 

9.0e-66 

137 
90 

(AF014055) asparagine synthetase [Triphysaria versicolor] 
>gi_2429282 (AF014056) asparagine synthetase [Triphysaria 
versicolor] >gi_2429284 (AF014057) asparagine synthetase 

[Triphysaria versicolor] 

216831 

LIB3147-051-Q1-K1-B3 

BLASTX 

g4056469 

621 

7.0e-65 

124 
98 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb__Z2504 3 come from t 

216832 

LIB3147-051-Q1-K1-B4 

BLASTX 

g2827709 

429 

2.0e-42 
98 



30366 



% identity 85 

NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 


216833 


Seq. ID 


LIB3147-051-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3702343 


BLAST score 


298 


E value 


4.0e-27 


Match length 


118 


% identity 


56 


NCBI Description 


(AC005397) putative homeotic gene regulator [Arab 




thaliana] 


Seq. No. 


216834 


Seq. ID 


LIB3147-051-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


367 


E value 


3.0e-35 


Match length 


114 


% identity 


61 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216835 


Seq. ID 


LIB3147-051-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3860321 


BLAST score 


330 


E value 


6.0e-31 


Match length 


75 


% identity 


73 


NCBI Description 


(AJ012687) beta-galactosidase [Cicer arietinum] 


Seq. No. 


216836 


Seq. ID 


LIB3147-051-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


145 


E value 


4.0e-09 


Match length 


108 


% identity 


39 


NCBI Description 


(Y11969) dnaJ-like protein [Arabidopsis thaliana] 


Seq. No. 


216837 


Seq. ID 


LIB3147-051-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


186 


E value 


7.0e-14 


Match length 


38 


% identity 


95 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


216838 


Seq. ID 


LIB3147-051-Q1-K1-C2 


Method 


BLASTX 



30367 



NCBI GI 


gol blz4 


BLAST score 


390 


E value 


9.0e-38 


Match length 


152 


% Identity 


53 


NCBI Description 


(X78712) glycerol kinase 


Seq. No. 


216839 


Seq. ID 


LIB3147-051-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


go / oJyo J 


BLAST score 


167 


E value 


9.0e-12 


Match length 


46 


% identity 


67 


NCBI Description 


(AC004450) unknown prote 


Seq. No. 


216840 


Seq. ID 


LIB3147-051-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4 J 14 Jo o 


BLAST score 


489 


E value 


2.0e-49 


Match length 


111 


% identity 


83 


NCBI Description 


(AC006232) hypothetical 


Seq. No. 


216841 


Seq. ID 


LIB3147-051-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3318615 


BLAST score 


638 


E value 


7.0e-67 


Match length 


143 


% identity 


85 


NCBI Description 


(AB016065) mitochondrial 




sativa] 


Seq. No. 


216842 


Seq. ID 


LIB3147-051-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3914535 


BLAST score 


209 


E value 


1.0e-16 


Match length 


49 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


(AJ223363) ribosomal pro 


Seq. No. 


216843 


Seq. ID 


LIB3147-051-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl703380 


BLAST score 


480 


E value 


2.0e-48 


Match length 


94 


% identity 


98 



30368 



NCBI Description ADP-RI BOS YLAT I ON FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



216844 

LIB3147-051-Q1-K1-D8 

BLASTX 

g3860321 

330 

1.0e-30 

75 

73 

(AJ012687) beta-galactosidase [Cicer arietinum] 
216845 

LIB3147-051-Q1-K1-D9 

BLASTX 

g2431769 

249 

3.0e-21 

107 
52 

(U62752) acidic ribosomal protein Pla [Zea mays] 
216846 

LIB3147-051-Q1-K1-E11 

BLASTX 

gl514643 

571 

6.0e-59 

144 

43 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
216847 

LIB3147-051-Q1-K1-E2 

BLASTX 

gl843527 

438 

2.0e-43 

100 
44 

(U737 47) annexin [Gossypium hirsutum] 
216848 

LIB3147-051-Q1-K1-E7 

BLASTX 

g464980 

247 

2.0e-21 

64 

73 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD ( UBIQUITIN-PROTEIN 
LIGASE) {UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

216849 

LIB3147-051-Q1-K1-F11 



30369 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4376815 

194 

8.0e-15 

101 
42 

(AE001637) GutQ/KpsF Family Sugar-P Isomerase [Chlamyd 
pneumoniae] 



216850 

LIB3147-051-Q1-K1-F12 

BLASTX 

g2982465 

260 

2.0e-22 

72 

71 

(AL022223) putative protein 



[Arabidopsis thaliana] 



216851 

LIB3147-051-Q1-K1-F3 

BLASTX 

g3548818 

556 

3.0e-57 

119 

82 

(AC005313) unknown protein [Arabidopsis thaliana] 
216852 

LIB3147-051-Q1-K1-F5 

BLASTX 

gl402912 

605 

5.0e-63 

145 

78 

(X98317) peroxidase [Arabidopsis thaliana] 
216853 

LIB3147-051-Q1-K1-F6 

BLASTX 

g2244979 

371 

1.0e-35 

113 
66 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsi 
thaliana] 

216854 

LIB3147-051-Q1-K1-F9 

BLASTX 

g2924247 

357 

7.0e-34 
86 



30370 



% identity 


76 


NCBI Description 


(Y07782) expansin [Oryza sativa] 


Seq. No. 


216855 


Seq. ID 


LIB314 7-051-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2829923 


BLAST score 


o n A 


E value 


4.0e-27 


Match length 


146 


% identity 


46 


NCBI Description 


(AC002291) Similar to uridylyl transfer 




thaliana] 


Seq. No. 


216856 


Seq. ID 


LIB3147-051-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gzyyzozz 


BLAST score 


180 


E value 


9.0e-14 


Match length 


40 


% identity 


85 


NCBI Description 


(AF051246) probable proteasome subunit 


Seq. No. 


216857 


Seq. ID 


LIB3147-051-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g4309719 


BLAST score 


38 


E value 


5.0e-12 


Match length 


70 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216858 

LIB3147-051-Q1-K1-H10 

BLASTX 

g2493144 

402 

2.0e-39 

96 

56 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221__pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216859 

LIB3147-051-Q1-K1-H12 

BLASTX 

g4455207 

440 

1.0e-43 

95 



30371 



% identity 91 

NCBI Description (AL035440) ubiquitin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216860 

LIB314 7-051-Q1-K1-H2 

BLASTX 

gll3232 

148 

2.0e-20 

56 
96 

ACTIN 2 >gi__100150_pir S07003 actin 2 



- carrot 



216861 

LIB3147-051-Q1-K1-H4 

BLASTX 

g4406777 

228 

6.0e-19 

102 
48 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216862 

LIB3147-051-Q1-K1-H6 

BLASTX 

gll73218 

326 

2.0e-30 

62 
100 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L274 61) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

216863 

LIB3147-051-Q1-K1-H7 

BLASTX 

g2058456 

429 

2.0e-42 

88 

92 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi__2345150_gb_AAB67830_ (AF014822) developmentally 
regulated GTP binding protein [Arabidopsis thaliana] 

216864 

LIB3147-051-Q1-K1-H8 

BLASTX 

g3885515 

429 

2.0e-42 

99 
80 

(AF084202) similar to ribosomal protein S26 [Medicago 



30372 



# 



sativa] 



Seq. No. 


216865 


Seq. ID 


LIB3147-051-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4220519 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


47 


% identity 


66 


NCBI Description 


(AL035356) putative protein binding protein [Arabidopsis 




thaliana] 


Seq. No. 


216866 


Seq. ID 


LIBol4 /-UbZ-Ql-Kl-Ai 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


585 


E value 


1.0e-60 


Match length 


146 


% identity 


79 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana 


Seq. No. 


216867 


Seq. ID 


LIB3147-052-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3047082 


BLAST score 


577 


E value 


1.0e-59 


Match length 


156 


% identity 


67 


NCBI Description 


(AF058914) similar to Vigna radiata pectinacetylesterase 


precursor (GB:X99348) [Arabidopsis thaliana] 


Seq. No. 


216868 


Seq. ID 


LIB3147-052-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


219 


E value 


4.0e-18 


Match length 


125 


% identity 


44 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana 


Seq. No. 


216869 


Seq. ID 


LIB3147-052-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


458 


E value 


1.0e-45 


Match length 


114 


% identity 


73 


NCBI Description 


(Z70677) thioredoxin [Ricinus communis] 


Seq. No. 


216870 


Seq. ID 


LIB3147-052-Q1-K1-A9 


Method 


BLASTX 



30373 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4508068 
188 

3.0e-14 

114 

43 

(AC005882) 3063 [Arabidopsis thaliana] 
216871 

LIB3147-052-Q1-K1-B4 

BLASTX 

g4154352 

107 

5.0e-09 

108 
38 

(AF110333) PrMC3 [Pinus radiata] 
216872 

LIB3147-052-Q1-K1-C10 

BLASTX 

g4335724 

157 

2.0e-10 

66 
64 

(AC006248) putative RING-H2 finger protein [Arabidopsis 
thaliana] 



Seq. No. 


216873 




Seq. ID 


LIB3147-052- 


-Q1-K1-C2 


Method 


BLASTX 




NCBI GI 


g4580513 




BLAST score 


622 




E value 


6.0e-65 




Match length 


155 




% identity 


75 




NCBI Description 


(AF036300) 


scarecrow- 


Seq. No. 


216874 




Seq. ID 


LIB3147-052 


-Q1-K1-C4 


Method 


BLASTN 




NCBI GI 


g2618602 




BLAST score 


37 




E value 


3-0e-ll 




Match length 


157 




% identity 


88 


thaliana 


NCBI Description 


Arabidopsis 



1 [Arabidopsis thaliana] 



PI clone 



MSJ1, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216875 

LIB3147-052-Q1-K1-C6 

BLASTX 

g2431769 

248 

1.0e-21 

64 

75 



30374 



NCBI Description (U62752) acidic ribosomal protein Pla [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216876 

LIB3147-052-Q1-K1-D10 

BLASTX 

gl350944 

391 

7.0e-38 

80 
96 

4 OS RIBOSOMAL PROTEIN S17 
216877 

LIB3147-052-Q1-K1-D11 

BLASTX 

g2499819 

259 

2.0e-22 

56 

8 2 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi 2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi 1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA0687 5_ (D32144) aspartic 
protease [Oryza sativa] 

216878 

LIB3147-052-Q1-K1-D3 

BLASTX 

g2789664 

154 

5.0e-10 

82 
38 

(AF040629) macrophage migration inhibitory factor 
[Wuchereria bancrofti] 

216879 

LIB3147-052-Q1-K1-D5 

BLASTX 

g3687243 

245 

8-0e-21 

61 
79 

(AC005169) putative ribosomal protein [Arabidopsrs 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216880 

LIB3147-052-Q1-K1-D9 

BLASTX 

gll2863 

619 

l.Q.e-64 

122 
89 

STYLE' DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 



30375 




>gi_100227_pir S12209 hypothetical protein - tomato 

>giJL9162_emb_CAA38979_ (X55193) 9612 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216881 

LIB3147-052-Q1-K1-E10 

BLASTX 

g3386608 

144 

6.0e-09 

81 

46 

(AC004665) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216882 

LIB3147-052-Q1-K1-E11 

BLASTN 

g3869075 

35 

4-0e-10 

155 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216883 

LIB3147-052-Q1-K1-E2 

.BLASTX 

g2288887 

375 

6.0e-36 

124 

59 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 216884 

Seq. ID LIB3147-052-Q1-K1-E3 

Method BLASTX 

NCBI GI g3269284 

BLAST score 252 

E value 8.0e-22 

Match length 89 

% identity 61 

NCBI Description (AL030978) histone H2A- like protein [Arabidopsis thaliana] 

Seq. No. 216885 

Seq. ID LIB3147-052-Q1-K1-E4 

Method BLASTX 

NCBI GI g543905 

BLAST score 571 

E value 6.0e-59 

Match length 140 

% identity 77 



30376 



NCBI Description 



BRASS INOSTEROID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216886 

LIB3147-052-Q1-K1-E6 

BLASTX 

g2244990 

476 

8.0e-48 

123 
79 

(Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



Seq. No. 


216887 


Seq. ID 


LIB3147-052-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


263 


E value 


5. Oe-23 


Match length 


109 


% identity 


46 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and major#latex protein, 




gp X91961 11074 95 [Arabidopsis thaliana] 


Seq. No. 


216888 


Seq. ID 


LIB3147-052-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3702338 


BLAST score 


206 


E value 


4 . 0e-16 


Match length 


120 


% identity 


46 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


216889 


Seq. ID 


LIB3147-052-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


213 


E value 


6.0e-17 


Match length 


89 


% identity 


45 


NCBI Description 


(U34334) non-specific lipid transfer-like protein 




[Phaseolus vulgaris] 


Seq. No. 


216890 


Seq. ID 


LIB3147-052-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


390 


E value 


1.0e-37 


Match length 


116 



% identity 

NCBI Description 



66 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 



protein [Arabidopsis 



30377 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216891 

LIB3147-052-Q1-K1-F7 

BLASTX 

gll7188 

396 

1.0e-38 

136 

57 

CYTOCHROME P450 71A1 (CYPLXXIA1) (ARP-2) 
>gi 81423_pir A35867 cytochrome P450 71A1 



avocado 



Seq. No. 


216892 


Seq. ID 


LIB3147-052-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4206155 


BLAST score 


149 


E value 


2.0e-09 


Match length 


73 


% identity 


37 


NCBI Description 


(AF109219) Mcd4p homolog [Homo sapiens] 


Seq. No. 


216893 


Seq. ID 


LIB3147-052-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


257 


E value 


2.0e-22 


Match length 


86 


% identity 


65 


NCBI Description 


(AJ003197) adenine nucleotide translocator 


Seq. No. 


216894 


Seq. ID 


LIB3147-052-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


678 


E value 


1.0e-71 


Match length 


141 


% identity 


91 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_54 201 9j?ir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 216895 

Seq. ID LIB3147-052-Q1-K1-G11 

Method BLASTX 

NCBI GI g2894592 

BLAST score 584 

E value 2.0e-60 

Match length 140 

% identity 78 

NCBI Description (AL021889) predicted protein [Arabidopsis thaliana] 



30378 




Seq. No. 


216896 


Seq. ID 


LIB3147-052-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll6908 


BLAST score 


737 


E value 


2.0e-78 


Match length 


157 




O J 


NCBI Description 


CAFFEIC ACID 3-0-METHYLTRANSFERASE 




(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 




3-0-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 




S-adenosyl-L-methionine : caffeic acid 3-0-methyltransf er 




[Medicago sativa] 


Seq. No. 


216897 


Seq. ID 


LIB3147-052-Q1-K1-G9 


Method 


BLASTX 






BLAST score 


515 


E value 


2.0e-52 


Match length 


131 


% identity 


79 


NCBI Description 


(AF047896) isoflavone reductase homolog [Betula pendula] 


Seq. No. 


216898 


Seq. ID 


LIB3147-052-Q1-K1-H10 


Method 


BLASTX 


N0B1 Cj± 


gi / oz. 4 1 1 


BLAST score 


371 


E value 


2.0e-35 


Match length 


154 


% identity 


51 


NCBI Description 


(U47924) isopeptidase T [Homo sapiens] 


Seq. No. 


216899 


Seq. ID 


LIB3147-052-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


621 


E value 


o . ue do 


Match length 


150 


% identity 


81 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 




ribosomal protein L10A [Arabidopsis thaliana] 


Seq. No. 


216900 


Seq. ID 


LIB3147-052-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl362093 


BLAST score 


233 


E value 


1.0e-19 


Match length 


95 


% identity 


49 


NCBI Description 


hypothetical protein (clone TPP15) - tomato (fragment) 




>gi 924632 (U20595) unknown [Solanum lycopersicum] 



30379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216901 

LIB3147-052-Q1-K1-H5 

BLASTX 

g464524 

161 

3.0e-ll 

34 

88 

RAS-RELATED PROTEIN RAB-1A >gi_3454G4 jpir S32206 RAB1 

protein - great pond snail >gi_481217_pir S38339 rabl 

protein - great pond snail >gi_288934_emb_CAA51233_ 
(X72688) RAB1 [Lymnaea stagnalis] 

216902 

LIB3147-052-Q1-K1-H9 

BLASTX 

gl22085 

522 

3.0e-53 

122 
86 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S.57 626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA3197 0_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

216903 

LIB3147-054-Q1-K1-A1 

BLASTX 

g2583108 

416 

8.0e-41 

110 

72 

(AC002387) putative surface protein [Arabidopsis thaliana] 



Seq. No. 



216904 



30380 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-054-Q1-K1-A12 

BLASTX 

gl480008 

221 

4.0e-18 

46 
98 

(D78490) human immunodeficiency virus Tat binding protein 1 
[Brassica rapa] 



Seq. No. 


216905 


Seq. ID 


LIB3147-054-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


555 


F! va 1 hp 

i_i v a _i_ la ^ 


4 . Oe-59 


MpliT 1 ?! IPTifTth 
i J a. L. ^ i i xciiy Lii 


130 


% identity 


10 




(X98063) polyubiquitin [Pinus sylvestris] 


Sea No . 


216906 


Seq. ID 


LIB3147-054-Q1-K1-A6 


Method 


BLASTX 


NCBI' GI 


g3608485 




186 


T? Ira 1 no 


4 . 0e-14 


ixiaucn iengin 




9- -1 Honl" i +" \r 


84 


UcoL-X 1 — L Ul I 


(AF088 915) proteasome beta subunit [Petunia x hybr 




216907 




LIB3147-05 4-O1-K1-A9 


Method 


RT.ASTX 


NCBI GI 


g4262250 


BLAST score 


283 


F valup 


9.0e-29 


Maffh 1 pn rri~ h 


86 




75 


LN J-J J. !_/ O J t- k> 1 Lvll 


(AC006200) putative aldolase [Arabidopsis thaliana 




216908 


Seq. ID 


LIB3147-054-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2495365 


BLAST score 


354 


E value 


8.0e-34 


Match length 


104 


% identity 


70 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 


heat shock protein HSP81-2 [Arabidopsis thaliana] 


Seq. No. 


216909 


Seq. ID 


LIB3147-054-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


361 


E value 


1.0e-63 



1908431B 



30381 



Match length 

% identity 

NCBI Description 



133 
92 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216910 

LIB3147-054-Q1-K1-B12 

BLASTX 

g2398829 

361 

7.0e-58 

128 

62 

(Y11220) mitochondrial uncoupling protein [Solanum 
tuberosum] 

216911 

LIB3147-054-Q1-K1-B7 

BLASTX 

gl408473 

500 

9.0e-51 

130 

75 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 

216912 

LIB3147-054-Q1-K1-B9 

BLASTX 

g2960069 

247 

1.0e-44 

141 
65 

(Y12777) acyl-CoA synthetase-like protein [Homo sapiens] 
216913 

LIB3147-054-Q1-K1-C10 

BLAST N 

g3985958 

40 

4.0e-13 

92 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

216914 

LIB3147-054-QI-K1-C11 

BLASTX 

g3334323 

278 

6.0e-47 

116 

82 



30382 



NCBI Description 



GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216915 

LIB3147-054-Q1-K1-C2 

BLASTX 

g3176668 

460 

5.0e-46 

102 
84 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216916 

LIB3147-054-Q1-K1-C6 

BLASTX 

g465820 

387 

2.0e-37 

108 

64 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA79557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216917 

LIB3147-054-Q1-K1-C7 

BLASTX 

g2213871 

335 

2.0e-31 

99 
74 

(AF003126) poly (A) -binding protein [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216918 

LIB3147-054-Q1-K1-C8 

BLASTX 

gl477428 

722 

9.0e-77 

138 

95 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



216919 

LIB3147-054-Q1-K1-D10 

BLASTX 

gll70508 

343 



30383 



E value 2.0e-66 
Match length 138 
% identity 95 

NCBI Description EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 216920 

Seq. ID LIB3147-054-Q1-K1-D12 

Method BLASTX 

NCBI GI gl350680 

BLAST score 210 

E value 1.0e-16 

Match length 66 

% identity 64 

NCBI Description 60S RIBOSOMAL PROTEIN LI 

Seq. No. 216921 

Seq. ID LIB3147-054-Q1-K1-D2 

Method BLASTX 

NCBI GI g974294 

BLAST score 318 

E value 2.0e-29 

Match length 108 

% identity 57 

NCBI Description (U31309) LP6 [Pinus taeda] 

Seq. No. 216922 

Seq. ID LIB3147-054-Q1-K1-D6 

Method BLASTX 

NCBI GI g4510345 

BLAST score 158 

E value 1.0e-10 

Match length 7 8 

% identity 68 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216923 

LIB3147-054-Q1-K1-D7 

BLASTX 

g2244939 

407 

9.0e-40 

150 
58 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 216924 

Seq. ID LIB3147-054-Q1-K1-D8 

Method BLASTN 

NCBI GI g2062705 

BLAST score 36 

E value 5.0e-ll 



30384 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
39 

Human butyrophilin (BTF5) mRNA, complete cds 
216925 

LIB3147-054-Q1-K1-E10 

BLASTX 

g2935342 

201 

8-0e-21 

137 
45 

(AF044216) steroid 22-alpha-hydroxylase; DWF4 ; CYP90B1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216926 

LIB3147-054-Q1-K1-E7 

BLASTX 

g3821280 

701 

3.0e-74 

147 
86 

(AJ009952) 
vulgaris] 



asparagine synthetase type II [Phaseolus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



216927 

LIB3147-054-Q1-K1-E8 

BLASTX 

g3377797 

584 

2.0e-60 

140 

82 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

216928 

LIB3147-054-Q1-K1-F1 

BLASTX 

g484656 

153 

5.0e-10 

45 
67 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi__4 52165_dbj_BAA054 08_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

216929 

LIB3147-054-Q1-K1-F10 

BLASTX 

g398994 

335 



30385 



E value 
Match length 
% identity 
NCBI Description 



1.0e-63 

144 
86 

1-AMIN0CYCL0 PROPANE- 1-CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) >gi_166313 (M97961) tomato 
and apple ACC oxidase homologue [Actinidia deliciosa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216930 

LIB3147-054-Q1-K1-F12 

BLASTX 

g2497752 

211 

8.0e-17 

67 
60 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216931 

LIB3147-054-Q1-K1-F5 

BLASTX 

gl765899 

149 

1.0e-09 

39 

74 

(Y07917) Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
(U86700) EGF receptor like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity t 

NCBI Description 



216932 

LIB3147-054-Q1-K1-F9 

BLASTX 

g4490705 

170 

4.0e-12 

61 
61 

(AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216933 

LIB3147-054-Q1-K1-G1 

BLASTX 

g3236242 

306 

6.0e-28 
102 
69 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



216934 

LIB3147-054-Q1-K1-G12 

BLASTX 

g4467121 

281 



30386 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-51 

147 

32 

(AL035538) putative protein [Arabidopsis thaliana] 
216935 

LIB3147-054-Q1-K1-G2 

BLASTX 

g4558659 

496 

3.0e-50 

137 

68 

(AC007063) unknown protein [Arabidopsis thaliana] 
216936 

LIB3147-054-Q1-K1-G4 

BLASTX 

g3080427 

340 

6.0e-32 

126 

58 

(AL022604) putative protein [Arabidopsis thaliana] 
216937 

LIB3147-054-Q1-K1-G5 

BLASTX 

g3075398 

273 

4 .Oe-24 

79 
65 

(AC004484) unknown protein [Arabidopsis thaliana] 
216938 

LIB3147-054-Q1-K1-G6 

BLASTX 

g4558659 

490 

2.0e-49 

140 

67 

(AC007063) unknown protein [Arabidopsis thaliana] 
216939 

LIB3147-054-Q1-K1-G7 

BLASTX 

g2623311 

334 

3.0e-31 

67 
96 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi__3402720 (AC004261) unknown protein [Arabidopsis 
thaliana] 



30387 



Seq. No. 


216940 


Seq. ID 


LIB3147-054-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


*~*A Q R *7 A O 

g4 o o / 4^ 


BLAST score 


591 


E value 


2.0e-61 


Match length 


141 


% identity 


82 


NCBI Description 


(L32791) pyrophosphatase [Beta vulgaris] 


Seq. No. 


216941 


Seq. ID 


LIB3147-054-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


qlzZZooZ 


BLAST score 


327 


E value 


6.0e-52 


Match length 


121 


% identity 


78 


NCBI Description 


(U4 9330) pectin methylesterase [Lycopersicon esculentum] 


Seq. No. 


216942 


Seq. ID 


LIB3147-054-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


388 


E value 


6.0e-67 


Match length 


147 


% identity 


61 


NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANS LOCASE 


(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 




(AF006489) adenine nucleotide translocator 1 [Gossypium 




hirsutum] 


Seq. No. 


216943 


Seq. ID 


LIB3147-054-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


390 


E value 


7.0e-38 


Match length 


94 


% identity 


76 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


216944 


Seq. ID 


LIB3147-054-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


286 


E value 


1.0e-25 


Match length 


67 


% identity 


81 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


216945 


Seq. ID 


LIB3147-054-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl26985 



30388 



BLAST score 


G> 

537 


E value 


5.0e 


Match length 


118 


% identity 


82 


NCBI Description 


MERI 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



216946 

LIB3147-054-Q1-K1-H6 

BLASTX 

g4210451 

160 

7.0e-ll 

66 

56 

(AB016472) ARR2 protein [Arabidopsis thaliana] 
216947 

LIB3147-055-Q1-K1-A10 

BLASTN 

g2687439 

41 

7.0e-14 

41 
100 

Peltoboykinia tellimoides large subunit 26S ribosomal RNA 
gene, partial sequence 

216948 

LIB3147-055-Q1-K1-A11 

BLASTX 

g3176668 

543 

9.0e-56 

115 

90 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_Fl9974, gb_T7 5677 and 
gb__Z33937 come from this gene. [Arabidopsis thaliana] 

216949 

LIB3147-055-Q1-K1-A2 

BLASTN 

g2687434 

88 

2.0e-42 

116 
94 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

216950 

LIB3147-055-Q1-K1-A6 

BLASTX 

g2935450 

300 

3.0e-27 



30389 



Match length 


61 


% identity 


98 


NCBI Description 


(AF048824) histone H2B [Malus domestica] 


Seq. No. 


216951 


Seq. ID 


LIB3147-055-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


A AAA1 n 

g4090257 


BLAST score 


461 


E value 


4.0e-46 


Match length 


91 


% identity 


96 


NCBI Description 


(AJ131732) ribosomal protein L37A [Pseudotsuga menz. 


Seq. No. 


216952 


Seq. ID 


LIB3147-055-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


r r A 

559 


E value 


1.0e-57 


Match length 


123 


% identity 


87 


NCBI Description 


(AL022023) plasma membrane intrinsic protein (SIMIP 




[Arabidopsis thaliana] 


Seq. No. 


216953 


Seq. ID 


LIB3147-055-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


465 


E value 


1.0e-46 


Match length 


147 


% identity 


63 


NCBI Description 


(AC005395) putative tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


216954 


Seq. ID 


LIB3147-055-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


578 


E value 


7.0e-60 


Match length 


127 


% identity 


83 



NCBI Description 



(AF0 97 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216955 

LIB3147-055-Q1-K1-B6 

BLASTX 

g464986 

592 

2.0e-61 

112 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



30390 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 421857_pir S32674 ubiquitin — protein ligase (EC 

6. 372.19) UBC9 - Arabidopsis thaliana 

>gi_297 884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi__349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

216956 

LIB3147-055-Q1-K1-C11 

BLASTX 

gl351279 

169 

4.0e-12 

38 
87 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

216957 

LIB3147-055-Q1-K1-C2 

BLASTX 

g586004 

628 

1.0e-65 

128 

89 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi 542090 pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweeFpotato >gi_31197 l_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216958 

LIB3147-055-Q1-K1-C3 

BLASTN 

gl771779 

38 

3.0e-12 

66 
89 

S. tuberosum mRNA for ubiquitin extension protein 
216959 

LIB3147-055-Q1-K1-C6 

BLASTX 

g!498338 

709 

3.0e-75 

141 
97 

(U60502) actin [Glycine max] 



Seq. No. 



216960 



30391 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-055-Q1-K1-C8 

BLASTX 

g!103712 

674 

4.0e-71 

140 
99 

(X83729) 



inorganic pyrophosphatase [Nicotiana tabacum] 



216961 

LIB3147-055-Q1-K1-C9 

BLASTX 

gll73256 

653 

1.0e-68 

129 

97 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 
(X7 9300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

216962 

LIB3147-055-Q1-K1-D1 

BLASTX 

g4193382 

383 

6.0e-37 

86 
81 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

216963 

LIB3147-055-Q1-K1-D11 

BLASTX 

g4101568 

220 

7.0e-18 

75 
57 

(AF004816) unknown [Triticum aestivum] 
216964 

LIB3147-055-Q1-K1-D2 

BLASTX 

g3913927 

568 

1.0e-58 

146 
75 

ACID BETA^FRUCTOFURANOSIDASE PRECURSOR (ACID 
SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) <AI) 

(VACUOLAR INVERTASE) >gi_108 4382_pir S55521 

beta-fructofuranosidase (EC 3.2.1.26) - fava bean 
>gi_8 61159_emb_CAA8 9992_ (Z49831) vacuolar invertase; 



30392 



beta-fructofuranosidase [Vicia faba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216965 

LIB3147-055-Q1-K1-D3 

BLASTX 

g2501182 

158 

1.0e-10 

73 
41 

OSMOTIN-LIKE PROTEIN PRECURSOR >gi_212 9934_pir JC5237 

osmotin-like protein - tomato >gi_1220537 (L7 6632) 
osmotin-like protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216966 

LIB3147-055-Q1-K1-D5 

BLASTX 

g2286153 

448 

8.0e-45 

105 

81 

{AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
216967 

LIB3147-055-Q1-K1-D7 

BLASTX 

g3643608 

525 

1.0e-53 

141 

76 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
216968 

LIB3147-055-Q1-K1-E11 

BLASTX 

g416662 

486 

5.0e-49 

145 
63 

21 KD SEED PROTEIN PRECURSOR >gi_99954jpir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA398 60_ 
(X56509) 21 kDa seed protein [Theobroma cacao] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216969 

LIB3147-055-Q1-K1-E4 

BLASTX 

g3080395 

286 

9.0e-26 

99 

57 

(AL022603) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



216970 



30393 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-055 
BLASTX 
gl778143 
498 

1.0e-50 

123 
80 

(U66401) 
precursor 



■Q1-K1-E7 



phosphate/phosphoenolpyruvate translocator 
[Nicotiana tabacum] 



216971 

LIB3147-055-Q1-K1-E8 

BLASTX 

g4539452 

327 

2.0e-30 

139 
45 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

216972 

LIB3147-055-Q1-K1-F1 

BLASTX 

g584794 

179 

4.0e-13 

40 
90 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

216973 

LIB3147-055-Q1-K1-F2 

BLASTX 

gl36057 

237 

6.0e-20 

58 
79 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S ) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

216974 

LIB314 7-055-Q1-K1-F5 

BLASTX 

g2244750 

453 

2.0e-45 

88 
97 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 



30394 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216975 

LIB3147-055-Q1-K1-F7 

BLASTX 

g3786001 

574 

2.0e-59 

142 

77 

(AC0054 99) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216976 

LIB3147-055-Q1-K1-F8 

BLASTN 

g2668747 

41 

1.0e-13 

77 
88 

Zea mays ribosomal protein L17 (rpll7) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216977 

LIB3147-055-Q1-K1-F9 

BLASTX 

g2961343 

279 

9.0e-25 
99 
53 * 

(AL022140) 
thaliana] 



symbiosis-related like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216978 

LIB3147-055-Q1-K1-G11 

BLASTX 

g3063465 

329 

1.0e-30 

136 
55 

(AC003981) F22013.27 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216979 

LIB3147-055-Q1-K1-G2 

BLASTX 

g3033380 

356 

8.0e-34 

83 
84 

(AC004238) 
thaliana] 



putative coatomer epsilon subunit [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



216980 

LIB3147-055-Q1-K1-G3 
BLASTX 



30395 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3600033 
170 

5.0e-12 
40 

82 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hmm, score: 
thaliana] 



N terminal domain of 
12.36) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216981 

LIB3147-055-Q1-K1-G4 

BLASTX 

g629483 

357 

6.0e-34 

142 

53 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


216982 




Seq. ID 


LIB3147-055-Q1- 


-K1-G7 


Method 






NLdI ol 






dLiAo i score 


£7 7 
Oft 




ill ValUc 


9 0^-71 
z. ■ \j t; f 1. 




Match length 


loo 




% identity 


67 




NCBI Description 


CALMODULIN >gi_ 


71685 pir MCSP calmodulin - spinach 


Seq. No. 


216983 




Seq. ID 


LIB3147-055-Q1- 


-K1-G9 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis 


cDNA clone 27A6-1 


Seq. No. 


216984 




Seq. ID 


LIB3147-055-Q1 


-Kl-Hll 


Method 


BLASTX 




NCBI GI 


g2815246 




BLAST score 


217 




E value 


1.0e-17 




Match length 


51 




% identity 


76 




NCBI Description 


(X95709) class 


I type 2 metallothionein [Cicer arietinum] 


Seq. No. 


216985 




Seq. ID 


LIB3147-055-Q1 


-K1-H3 


Method 


BLASTX 




NCBI GI 


gll72977 




BLAST score 


602 





30396 



E value 
Match length 
% identity 
NCBI Description 



1.0e-62 

134 
87 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^ 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



216986 

LIB3147-055-Q1-K1-H4 

BLASTX 

g3023816 

206 

3.0e-16 

41 
95 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968 996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

216987 

LIB3147-055-Q1-K1-H8 

BLASTX 

g280961 

178 

6.0e-13 

41 
90 

histone H2B, testis - mouse (fragment) >gi_556310 (M25487) 
spermat id-specific [Mus musculus] 

216988 

LIB3147-056-Q1-K1-A1 

BLASTX 

g3269301 

336 

2.0e-31 

144 

44 

(AL030978) putative protein [Arabidopsis thaliana] 
216989 

LIB3147-056-Q1-K1-A10 

BLASTX 

gl407705 

554 

5.0e-57 

143 

73 

(U60202) lipoxygenase [Solanum tuberosum] 
216990 

LIB3147-056-Q1-K1-A2 

BLASTX 

gl708191 

494 

5.0e-50 

134 
69 



30397 



NCBI Description HEXOSE CARRIER PROTEIN HEX 6 >gi_ r 467319 (L08188) hexose 
carrier protein [Ricinus communis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216991 

LIB3147-056-Q1-K1-A3 

BLASTX 

g2829894 

140 

1.0e-08 

62 

52 

(AC002311) Unknown protein [Arabidopsis thaliana] 
216992 

LIB3147-056-Q1-K1-A4 

BLASTX 

g4539350 

209 

9.0e-17 

47 
79 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
216993 

LIB3147-056-Q1-K1-A5 

BLASTX 

g2827143 

359 

4.0e-34 

70 
91 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

216994 

LIB3147-056-Q1-K1-A7 

BLASTX 

g3021355 

305 

6.0e-58 

121 

88 

(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

216995 

LIB3147-056-Q1-K1-B10 

BLASTX 

g3157922 

388 

1.0e-37 
111 

70 

(AC002131) Contains similarity to proline-rich protein, 
gb S68113 from Brassica napus . [Arabidopsis thaliana] 



Seq. No. 



216996 



30398 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-056-Q1-K1--B12 

BLASTX 

g730463 

314 

6.0e-29 

105 

58 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323jpir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb__CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216997 

LIB3147-056-Q1-K1-B3 

BLASTX 

gl293835 

235 

1.0e-19 

107 
47 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216998 

LIB3147-056-Q1-K1-B5 

BLASTN 

g2924257 

66 

1.0e-28 

125 
94 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216999 

LIB3147-056-Q1-K1-C10 

BLASTX 

g508304 

275 

3.0e-24 

111 
53 

(L22305) corC [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217000 

LIB3147-056-Q1-K1-C12 

BLASTN 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 



217001 

LIB3147-056-Q1-K1-C2 
BLASTX 



30399 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g730934 
225 

2.0e-18 

129 
38 

QUEUINE T RNA- R I BOS YL TRANSFERASE ( TRNA- GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) 

>gi_2137015_pir S68430 queuine tRNA-ribosyltransf erase (EC 

2.4.2.29), 60K chain - rabbit >gi_623547 (L37420) queuine 
tRNA-ribosyltransf erase [Oryctolagus cuniculus] 

217002 

LIB3147-056-Q1-K1-C3 

BLASTX 

g2980770 

179 

3.0e-13 

93 
47 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 


217003 


Seq. ID 


LIB3147-056-Q1-K1-C5 


Method 


BLAbrA 


NCBI GI 


g2326372 


BLAST score 


577 


E value 


1.0e-59 


Match length 


148 


% identity 


74 


NCBI Description 


(Y14404) putative arabinose kinase [Arabidopsis thaliana] 


Seq. No. 


217004 


Seq. ID 


LIB3147-056-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


658 


E value 


3.0e-69 


Match length 


128 


% identity 


99 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi 170217 (M74100) ubiquitin fusion protein [Nicotiana 




sylvestris] 


Seq. No. 


217005 


Seq. ID 


LIB314 7-056-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


157 


E value 


2-0e«10 


Match length 


149 


% identity 


32 



NCBI Description (AC0054 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 217006 

Seq. ID LIB3147-056-Q1-K1-C9 

Method BLASTX 

NCBI GI . g2618704 



30400 



CI 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



542 

1.0e-55 

137 

74 

(AC002510) putative thioredoxin reductase [Arabidopsis 
thaliana] 

217007 

LIB3147-056-Q1-K1-D10 

BLASTN 

g22531 

50 

3.0e-19 

192 
84 

Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688_gb_I03336_ Sequence 10 from Patent US 4885357 
>gi_27 07 41_gb_I03273_ Sequence 2 from Patent US 

217008 

LIB3147-056-Q1-K1-D2 

BLASTX 

gl33867 

643 

2.0e-67 

141 

86 

4 OS RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

217009 

LIB3147-056-Q1-K1-D4 

BLASTX 

gl707998 

220 

8.0e-18 

56 

75 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_4 8194 4_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 

>gi_438247_emb_CAA81082_ (Z25863) glycine 

hydroxymethyltransferase [Solanum tuberosum] 

217010 

LIB3147-056-Q1-K1-D5 

BLASTX 

gl26770 

362 

2.0e-34 

69 

100 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 

>gi_18507_emb_CAA3654 6_ (X52305) malate synthase (AA 1-567) 



30401 



[Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217011 

LIB3147-056-Q1-K1-D6 

BLASTX 

g2500380 

477 

6.0e-48 

88 
100 

60S RIBOSOMAL PROTEIN L44 >gi_211 9128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



ut;^» I n vj • 


217012 


c orT Tn 


T.TR^I 47-0^6-01 -Kl -D7 


l v jfcr LI1UU 


RLA53TX 


KTPRT CIT 




"D T ACT c /~" i^i V Q 


441 


V T72 1 np 

J_i v CI -L H~ 


9 . Oe-44 


TwT --5 -H ^ V> "1 r^rs f~t^~r~\ 


o o 


Q* - ,J «a -1* — | ^ - T 

-6 laentiLy 


Q Q 


inldI Description 


/ 7 y| Q1 RfS^ r> Ah ^ T ami -no— t ■nHoiooTiH^nt" m f^"t~ 1~i i nn i n o c vn fhaQP 
|Zi1!?1jU ) CUJUd-L dl UJ_i.lt; _L 1 HJ.tr t: L i\JLG 1 J. L, ULt; Lii-L^ii-Liic; o _y ±i ui lao c 




[Solenostemon scutellarioides] 


Q c$ /~r "K[ f~\ 
OcC[. IN Q ■ 


701 ^ 


oeq. id 


L1DJ11 / UJU vi-L JaI UO 


Method 


J_JJ_irio 1 A 




Jul JUU 


"D T 7\Q r n cpr\ro 


4 


E value 


J . Uc JU 




105 


% "i ripn t~ "i i~ v 


90 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


217014 


Seq. ID 


LIB3147-056-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2129820 


BLAST score 


336 


E value 


2.0e-31 


Match length 


128 


% identity 


48 


NCBI Description 


chitinase (EC 3.2.1.14) class II - peanut 




>gi 1237025 emb CAA57773_ (X82329) chitinase (class 




[Arachis hypogaea] 


Seq. No. 


217015 


Seq. ID 


LIB3147-056-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g541954 


BLAST score 


518 


E value 


8.0e-53 


Match length 


131 


% identity 


82 



30402 



fl 



NCBI Description ubiquitin extension protein - white lupine 

>gi__438111_emb_CAA80334_ (Z22613) ubiquitin extension 
protein [Lupinus albus] 



Sea No. 


217016 


Seq. ID 


LIB3147-056-Q1-K1-E2 


Mpthod 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


147 


E value 


7.0e-10 


Match length 


32 


% -j Hpntitv 


88 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


217017 


Seq. ID 


LIB3147-056-Q1-K1-E3 


Mpthod 


BLASTX 


NCBI GI 


g218157 


RLAST score 


389 


I_l V Ox 


4 . Oe-51 


Match length 


126 


% t Hpnf it" V 


87 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No . 


217018 




LIB3147-056-Q1-K1-E5 


Tiff y-\ +- V\ 


BLASTX 


NCRT GI 


g2735256 




389 


Hj v cti ui<w 


1 . Oe-37 


Match lenath 


74 


O ±U.Clil L 


97 


NFPRT D(=» < ^r'r"i ot~ i on 

INOlJ-L L/C; O O J — L^UlUll 


(U89683) protein kinase [Lycopersicon esculentum 


Seq. No. 


217019 


Q(^ n t n 

ocvj • J- i-j 


LIB3147-056-Q1-K1-E6 


L 1C L11WU 


BLASTX 




g3687250 


BLAST score 


531 


!_j V d J- 


2 .Oe-54 


Ma1~ch lenath 


127 


% identity 


80 


"KIPRT Dp^rriDt"! on 


(AC005169) putative arginine n-methyltransf erase 




[Arabidopsis thaliana] 


D C L£ ■ 1\ VJ • 


217020 


Seq. ID 


LIB3147-056-Q1-K1-F1 


Method 


BLAST N 


NCBI GI 


g467324 


BLAST score 


35 


E value 


2.0e-10 


Match length 


87 


% identity 


85 


NCBI Description 


Nicotiana tabacum (clone 6.2.1) mRNA, complete c 


Seq. No. 


217021 


Seq. ID 


LIB3147-056-Q1-K1-F11 



30403 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl9212 
54 

1.0e-21 

120 

20 

Tomato extensin mRNA (clone wl7-l) 
217022 

LIB3147-056-Q1-K1-F3 

BLASTX 

g2392895 

513 

3.0e-52 
113 
88 

(AF017056) 
thaliana] 



brassinosteroid insensitive 1 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217023 

LIB3147-056-Q1-K1-F4 

BLASTX 

g2500376 

472 

2.0e-47 

95 
95 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb__AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217024 

LIB3147-056-Q1-K1-F6 

BLASTX 

g3915000 

434 

6.0e-43 

90 
88 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_2305109 (AF009734) Cu/Zn 
superoxide dismutase [Capsicum annuura] 

217025 

LIB3147-056-Q1-K1-F8 

BLASTX 

gl439609 

681 

7.0e-72 

136 

58 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

217026 

LIB3147-056-Q1-K1-F9 

BLASTX 

g2996166 

245 



30404 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



7.0e-21 

71 
68 

(AF051757) putative 60S ribosomal protein L15 [Picea 
mariana] >gi__2996168 (AF051758) putative 60S ribosomal 
protein L15 [Picea mariana] >gi_2996170 (AF051759) putative 
60S ribosomal protein L15 [Picea mariana] 

217027 

LIB3147-056-Q1-K1-G11 

BLASTX 

gl67367 

349 

4.0e-33 

67 

100 

(L08199) peroxidase [Gossypium hirsutum] 
217028 

LIB3147-056-Q1-K1-G2 

BLASTX 

g2244816 

335 

2.0e-31 

113 
69 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
217029 

LIB3147-056-Q1-K1-G4 

BLASTX 

g3860277 

482 

1.0e-48 

128 
75 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4 314394_gb_AAD15 604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

217030 

LIB3147-056-Q1-K1-G5 

BLASTX 

gl!73043 

259 

2.0e-22 

69 

77 

60S RIBOSOMAL PROTEIN L38 >gi_4 7 9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

217031 

LIB314 7-056-Q1-K1-G7 

BLASTX 

g2961300 



30405 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



540 

2.0e-55 

112 
94 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
217032 

LIB3147-056-Q1-K1-G9 

BLASTX 

g3924596 

181 

3.0e-13 

56 

66 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

217033 

LIB3147-05 6-Q1-K1-H11 

BLASTX 

gl946331 

389 

9.0e-38 

114 

73 

(U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
(U66593) prohibitin 3 [Arabidopsis thaliana] 

217034 

LIB3147-05 6-Q1-K1-H12 

BLASTX 

g4544399 

433 

5.0e-43 
111 

77 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



217035 

LIB3147-056-Q1-K1-H2 

BLASTX 

g2829899 

349 

5.0e-33 

144 

47 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

217036 

LIB3147-056-Q1-K1-H3 

BLASTX 

gl362107 

204 

2.0e-16 



30406 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
89 

GUT 8- 



2a protein - common tobacco 



217037 

LIB3147-056-Q1-K1-H4 

BLASTX 

g543905 

362 

2.0e-59 

115 
95 

BRASS INOSTEROID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217038 

LIB3147-056-Q1-K1-H5 

BLASTX 

g746510 

373 

9.0e-36 

110 

58 

(U23517) similar to ubiquitih conjugating enzyme 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217039 

LIB3147-056-Q1-K1-H7 

BLASTX 

g2760325 

503 

5.0e-51 

146 

68 

(AC002130) F1N21.10 [Arabidopsis thaliana] 
217040 

LIB3147-056-Q1-K1-H8 

BLASTX 

g2494144 

121 

1.0e-15 

85 
52 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217041 

LIB3147-056-Q1-K1-H9 

BLASTX 

gll9748 

219 

6.0e-18 
48 

83 

FRUCTOSE-1, 6 -BIS PHOSPHATASE, CYTOSOLIC 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE ) 



(FBPASE) 



30407 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_67241_pir PASPY f ructose-bisphosphatase (EC 3.1.3.11), 

cytosolic - spinach >gi_21245_emb_CAA43860_ (X61690) 
f ructose-bisphosphatase [Spinacia oleracea] 

217042 

LIB3147-057-Q1-K1-B4 

BLASTX 

g3212610 

155 

2.0e-10 

55 
56 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217043 

LIB3147-057-Q1-K1-B6 

BLASTX 

g3421164 

550 

1.0e-56 

126 
84 

(AF045675) arginine decarboxylase [Sisymbrium altissimum] 
>gi_3421166 (AF045676) arginine decarboxylase [Stanleya 
pinnata] 

217044 

LIB3147-057-Q1-K1-C2 

BLASTX 

g2961346 

307 

4.0e-28 

72 

78 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



217045 

LIB3147-057-Q1-K1-C5 

BLASTX 

g2196466 

137 

3.0e-15 

72 
64 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

217046 

LIB3147-057-Q1-K1-D3 

BLASTX 

g2736288 

575 

2.0e-59 
128 



30408 



% identity 

NCBI Description 



81 

(AF031080) isopentenyl diphosphate isomerase II 
[Camptotheca acuminata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217047 

LIB3147-057-Q1-K1-D6 

BLAST X 

g730463 

312 

9.0e-29 

102 
59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>giJL420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 





217048 


Qorr TTl 


T.TR^I 47-0S7-O1-K1-E3 




BLASTX 






oLiAo i score 


J U \J 


E value 




Match lengtn 


DO 




Q1 


NCBI Description 


(Z49150) cobalamine-independent methionine > 




[Solenostemon scutellarioides] 


o e q . in o . 


91 7fl 4 9 


Oarr T Pi 

beq. 11J 




Method 


BLASTX 


NCBI GI 


g2244841 


BLAST score 


186 


E value 


5.0e-14 


Match length 


113 


% identity 


42 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis 


Seq. No. 


217050 


Seq. ID 


LIB3147-057-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl350988 


BLAST score 


291 


E value 


3.0e-35 


Match length 


116 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S3B (SIB) >gi__2119058 




ribosomal protein SI - African clawed frog 




>gi 587600 emb CAA84291 (Z34530) ribosomal 




[Xenopus laevis] >gi_587 602_emb_CAA842 90_ ( 




ribosomal protein [Xenopus laevis] 


Seq. No. 


217051 


Seq. ID 


LIB3147-057-Q1-K1-H2 


Method 


BLASTX 



151635 



30409 



gll69421 
172 

5.0e-13 
56 
68 

DEVELOPMENTALLY REGULATED GTP-BINDING PROTEIN DRG (XDRG) 

>gi 2120159_pir 151426 GTP-binding protein DRG - African 

clawed frog >gi_433422__dbj_BAA02978_ (D13865) GTP-binding 
protein DRG [Xenopus laevis] 

Seq. No. 217052 

Seq. ID LIB3147-057-Q1-K1-H3 

Method BLASTX 

NCBI GI gll69534 

BLAST score 591 

E value 2.0e-61 

Match length 125 

% identity 8 9 

NCBI Description ENOLASE ( 2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_54 2019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217053 

LIB3147-057-Q1-K1-H6 

BLASTX 

g2961300 

473 

1.0e-47 

118 
79 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217054 

LIB3147-058-Q1-K1-A3 

BLASTX 

g585973 

406 

1.0e-39 

103 
76 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217055 

LIB3147-058-Q1-K1-A4 

BLASTX 

g2244740 

286 

1.0e-25 

54 
100 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 



30410 



Seq . No . 


217056 


Seq. ID 


LIB3147-058 


Method 


BLASTX 


NCBI GI 


g3135264 


BLAST score 


297 


E value 


4.0e-27 


Match length 


67 


% identity 


81 


NCBI Description 


(AC003058) 


Seq. No. 


217057 


Seq. ID 


LIB3147-058 


Method 


BLASTX 


NCBI GI 


g4580395 


BLAST score 


291 


E value 


3.0e-26 


Match length 


110 


% identity 


52 


NCBI Description 


(AC007171) 




thaliana] 


Seq. No. 


217058 


Seq. ID 


LIB3147-058 


Method 


BLASTX 


NCBI GI 


g2982297 


BLAST score 


588 


E value 


5.0e-61 


Match length 


129 


% identity 


8 8 


NCBI Description 


(AF051233) 



unknown protein [Arabidopsis thaliana] 



putative kinesin-related protein [Arabidopsis 



KIAA0107-like protein [Picea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217059 

LIB3147-058-Q1-K1-A9 

BLASTX 

gl706329 

508 

8.0e-52 

97 

97 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi 2146788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217060 

LIB3147-058-Q1-K1-B1 

BLASTN 

g3869074 

38 

4.0e-12 

74 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 



Seq. No. 



217061 



30411 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-058-Q1-K1-B10 

BLASTX 

g3023857 

525 

1.0e-53 

113 
87 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_629591j?ir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217062 

LIB3147-058-Q1-K1-B11 

BLASTX 

g4530591 

374 

6.0e-36 

89 
78 

(AF132475) heme oxygenase 
>gi_4530593_gb_AAD22108 . 1_ 
[Arabidopsis thaliana] 



1 [Arabidopsis thaliana] 
(AF13247 6) heme oxygenase 1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217063 

LIB3147-058-Q1-K1-B12 

BLASTN 

g3821780 

36 

7.0e-ll 

50 
51 

Xenopus laevis cDNA clone 27A6-1 
217064 

LIB3147-058-Q1-K1-B3 

BLASTX 

g4406787 

398 

8.0e-39 

102 
79 

(AC006532) NADH dehydrogenase [Arabidopsis thaliana] 
217065 

LIB3147-058-Q1-K1-B4 

BLASTX 

g4539405 

467 

6.0e-47 

108 
80 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



217066 

LIB3147-058-Q1-K1-B8 



30412 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!73187 

549 

2.0e-56 

109 
94 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217067 

LIB3147-058-Q1-K1-C10 

BLASTX 

g2826882 

425 

6.0e-42 

89 

92 

(AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217068 

LIB3147-058-Q1-K1-C11 

BLASTX 

g4567286 

387 

9.0e-46 

114 
82 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217069 

LIB3147-058-Q1-K1-C2 

BLASTX 

g2497752 

289 

6.0e-26 

90 
60 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217070 

LIB3147-058-Q1-K1-C5 

BLASTX 

g224293 

407 

9.0e-40 

82 
99 

histone H4 [Triticum aestivum] 



Seq. No. 
Seq. ID 



217071 

LIB3147-058-Q1-K1-C6 



30413 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!99967 

207 

2.0e-16 

52 
81 

(X95689) 



histone H4 [Allium cepa] 



217072 

LIB3147-058-Q1-K1-C7 

BLASTX 

g4337175 

183 

2.0e-13 

54 

67 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb__R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

217073 

LIB3147-058-Q1-K1-C8 

BLASTX 

g3202046 

161 

6.0e-ll 

120 
3 

(AF069525) 190 kDa ankyrin isoform; AnkG190 [Rattus 
norvegicus] 



Seq. No. 


217074 




Seq. ID 


LIB3147- 


058-Q1-K1-D10 


Method 


BLASTX 




NCBI GI 


gl542941 




BLAST score 


567 




E value 


1.0e-58 




Match length *- 


144 




% identity 


80 




NCBI Description 


(X78116) 


Acetoacetyl-coenzyme 


Seq. No. 


217075 




Seq. ID 


LIB3147- 


058-Q1-K1-D3 


Method 


BLASTX 




NCBI GI 


gl653033 




BLAST score 


270 




E value 


9.0e-24 




Match length 


66 




% identity 


76 




NCBI Description 


(D90910) 


hypothetical protein 


Seq. No. 


217076 




Seq. ID 


LIB3147- 


058-Q1-K1-D4 


Method 


BLASTX 




NCBI GI 


gll3232 




BLAST score 


303 





30414 



F. va 1 np 


1.0e-27 




58 


% i Hpnt it v 


100 


NffRT Dp^rri rst" \ on 


ACT IN 2 >gi 


Spa. No . 


217077 


q prf TO 


LIB3147-058 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


476 


F T7-=i 1 no 

J_j V GJ.UC 


7.0e-48 




119 


% i dpnt i t V 


38 


KIPRT F)pk? pr i r>t* i ori 


(AC003974 ) 


Spa No. 


217078 


Seq. ID 


LIB3147-058 


Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


500 


E value 


1.0e-50 


Match length 


139 


% identity 


35 


NCBI Description 


(Y10228) P- 



S07003 actin 2 - carrot 



unknown protein [Arabidopsis thaliana] 



-D6 



glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_ernb__CAA7127 6_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi__4538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217079 

LIB3147-058-Q1-K1-D7 

BLASTX 

g2146797 

504 

4.0e-51 

153 
40 

protein disulf ide-i sorrier ase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210__prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217080 

LIB3147-058-Q1-K1-D8 

BLASTX 

g3212116 

279 

9.0e-25 

104 

50 

(Y17393) prefoldin subunit 2 



[Mus mus cuius] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



217081 

LIB3147-058-Q1-K1-E10 

BLASTX 

g417060 

790 

1.0e-84 



30415 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 
92 

GLUTAMINE SYNTHETASE NODULE ISOZYME ( GLUTAMATE — AMMONIA 
LI GAS E) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitifolia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitifolia] 

217082 

LIB3147-058-Q1-K1-E12 

BLASTX 

g3510256 

149 

2.0e-09 

64 

45 

(AC005310) unknown protein [Arabidopsis thaliana] 
217083 

LIB3147-058-Q1-K1-E2 

BLASTX 

g2454182 

648 

5.0e-68 

132 
92 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

217084 

LIB3147-058-Q1-K1-E3 

BLASTX 

g2507421 

396 

6.0e-39 

94 

87 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217085 

LIB3147-058-Q1-K1-E4 

BLASTX 

g418777 

312 

1.0e-28 

59 
95 

phosphoprotein phosphatase (EC 3.1.3.16) 
chain (clone EP7) - Arabidopsis thaliana 



2A-alpha catalytic 
(fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217086 

LIB3147-058-Q1-K1-E5 

BLASTX 

g531829 

141 



30416 



E value 
Match length 
% identity 
NCBI Description 



1.0e-08 

79 

43 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217087 

LIB3147-058-Q1-K1-E6 

BLASTX 

g4204285 

224 

6.0e-36 

118 

59 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217088 

LIB3147-058-Q1-K1-E7 

BLASTX 

g2811014 

146 

8.0e-10 

59 

53 

DYNE IN LIGHT CHAIN LC6, FLAGELLAR OUTER ARM 

>gi_2208 914_dbj_BAA20525_ (AB004830) outer arm dynein LC6 

[Anthocidaris crassispina] 



Seq. No. 


217089 


Seq. ID 


LIB3147-058H 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


585 


E value 


1.0e-60 


Match length 


127 


% identity 


87 


NCBI Description 


(L08199) per 


Seq. No. 


217090 


Seq. ID 


LIB3147-058- 


Method 


BLASTX 


NCBI GI 


gll69839 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


81 


% identity 


38 


NCBI Description 


GIBBERELLIN- 



rULATED PROTEIN 1 PRECURSOR 

>gi_2129588_pir S71441 GAST1 protein homolog (clone GAS Al ) 

- Arabidopsis thaliana >gi_887939 (U11766) GAST1 protein 
homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217091 

LIB3147-058-Q1-K1-F12 

BLASTX 

g2809481 

256 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

BCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-22 

85 

31 

(AF042839) calmodulin [Oryza sativa] 
217092 

LIB3147-058-Q1-K1-F4 

BLASTX 

g3493172 

772 

1.0e-82 

150 
52 

(U89609) fiber annexin [Gossypium hirsutum] 
217093 

LIB3147-058-Q1-K1-F5 

BLASTX 

gl694976 

386 

3.0e-37 

116 

66 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA7 4 402__ (Y14073) HMG protein [Arabidopsis 
thaliana] 

217094 

LIB3147-058-Q1-K1-F8 

BLASTX 

gl29248 

169 

7.0e-12 

107 
38 

ORGAN SPECIFIC PROTEIN S2 >gi_72318_pir KNPMS2 protein S2 

- garden pea >gi_295831_emb_CAA35 94 4_ (X51595) S2 protein 
[Pisum sativum] 1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



217095 

LIB3147-058-Q1-K1-G1 

BLASTX 

g3769472 

299 

2.0e-31 

92 
67 

(AF064732) putative phospholipase A2 [Dianthus 
caryophyllus ] 

217096 

LIB3147-058-Q1-K1-G12 

BLASTX 

g2673868 

433 

8.0e-43 

100 
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% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(Y14856) f imbriata-associated protein [Antirrhinum majus] 
217097 

LIB3147-058-Q1-K1-G2 

BLASTX 

g3493172 

768 

4.0e-82 

154 

56 

(U89609) fiber annexin [Gossypium hirsutum] 
217098 

LIB3147-058-Q1-K1-G4 

BLASTX 

gl70753 

487 

4 .Oe-49 

103 
80 

(M95819) initiation factor (iso) 4F p28 subunit [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



217099 

LIB3147-058-Q1-K1-G5 

BLASTX 

g3242705 

698 

7.0e-74 

152 
84 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

217100 

LIB3147-058-Q1-K1-G6 

BLASTX 

g2213626 

360 

3.0e-34 

148 

47 

(AC000103) F21J9.18 [Arabidopsis thaliana] 



217101 

LIB3147-058-Q1-K1-G8 

BLASTX 

gl477428 

670 

1.0e-70 

129 

94 

(X99623) alpha-tubulin 
217102 

LIB3147-058-Q1-K1-H1 



1 [Hordeum vulgare] 



30419 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3176690 

528 

6.0e-54 

135 
79 

(AC003671) 
cerevisiae , 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 
217103 

LIB3147-058-Q1-K1-H10 

BLASTX 

g4490728 

325 

4.0e-30 

99 

62 

(AL035709) putative protein [Arabidopsis thaliana] 
217104 

LIB3147-058-Q1-K1-H3 

BLASTX 

g2529665 

180 

3.0e-13 

50 
70 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



217105 

LIB3147-058-Q1-K1-H5 

BLASTX 

g3123264 

424 

7.0e-42 

105 

76 

60S RIBOSOMAL PROTEIN L27 >gi_224 4 857_emb__CAB1027 9__ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

217106 

LIB314 7-058-Q1-K1-H7 

BLASTX 

g2582351 

233 

2.0e-19 

107 
48 

(AF018639) unknown [Dictyostelium discoideum] 
217107 

LIB3147-058-Q1-K1-H8 

BLASTX 

g434759 

484 
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E value 
Match length 
% identity 
NCBI Description 



6.0e-49 

117 

74 

(D21163) similar to human elongation factor 2 
[Homo sapiens] 



mRNA (HSEF2 J 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217108 

LIB3147-059-Q1-K1-A12 

BLASTX 

g4193382 

386 

2.0e-37 

86 
83 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217109 

LIB3147-059-Q1-K1-A2 

BLASTX 

gl694976 

370 

2.0e-35 

103 
68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217110 

LIB3147-059-Q1-K1-A3 

BLASTX 

gl076755 

318 

2.0e-29 

100 

62 

protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



217111 

LIB3147-059-Q1-K1-A5 

BLASTX 

g456568 

652 

2.0e-68 

132 

91 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
217112 

LIB3147-059-Q1-K1-A6 

BLASTX 

gl23620 

515 

1.0e-52 
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Match length 

% identity 

NCBI Description 



120 
84 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_JL00224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi 19258_emb_CAA37 971_ (X54030) heat shock protein cognate 
70 "[Lycopersicon esculentum] 



Ca^ Ma 
iJCtj. IN U • 


217113 


Qarf T Pi 

beg . if 


LTFHI 47-( 


7\yT * 4-» l^i /~\ /~1 

l v ie tflOQ 


RT.A^TX 


\fPDT (IT 


al617274 


DT TV Q T 1 ar"Aro 

Dlj.ri.ol bCO-Lti 


548 


P va 1 hp 


2 . 0e-56 


Match length 


126 


% identity 


81 


NCBI Description 


(Z72152) 


Seq. No. 


217114 


Seq. ID 


LIB3147-' 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


371 


E value 


1.0e-35 


Match length 


82 


% identity 


84 


NCBI Description 


{AJ22517 



AMP-binding protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pyrophosphatase [Solanum tuberosum] 
217115 

LIB3147-059-Q1-K1-B2 

BLASTX 

g3337361 

445 

1.0e-44 

94 
81 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
217116 

LIB3147-059-Q1-K1-B3 

BLASTX 

g3341694 

278 

3.0e-25 

76 

67 

(AC003672) PREG-like protein [Arabidopsis thaliana] 



217117 

LIB3147-059-Q1-K1-B4 

BLASTX 

g464621 

160 

7.0e-ll 

61 

56 

60S RIBOSOMAL PROTEIN L6 ( YL16-LIKE) 



>gi_280374_pir S28586 
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ribosomal protein ML16 - common ice plant 
>giJL9539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217118 

LIB3147-059-Q1-K1-B5 

BLASTX 

g4539292 

241 

6.0e-21 

53 
81 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217119 

LIB3147-059-Q1-K1-B6 

BLASTX 

g2462825 

244 

7.0e-21 

79 
59 

(AF000657) contains Procite T RNP1 T putative RNA-binding 
region [Arabidopsis thaliana] 



Seq. No. 


217120 


Seq. ID 


LIB3147-059-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


607 


E value 


2.0e-63 


Match length 


123 


% identity 


94 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


217121 


Seq. ID 


LIB314 7-05 9-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3142301 


BLAST score 


314 


E value 


3.0e-29 


Match length 


89 


% identity 


63 


NCBI Description 


(AC002411) Contains similarity to neural cell adhesion 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb__N65081 gb_Z30910, gb_Z34190, gb_Z34 611, gb_R30101, 
gb_H3630 

217122 

LIB3147-059-Q1-K1-C10 

BLASTX 

g3834310 

624 

3.0e-65 

131 
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% identity 96 

NCBI Description (AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983 / and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217123 

LIB3147-059-Q1-K1-C11 

BLASTX 

g2765837 

158 

1.0e-10 

66 
59 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 



oeq . iNO . 


917194 


beq. lu 


T TR^1 dl-OSQ-Dl — K1 -Pi 9 




RT.A^TY 

JD XjrAO J. 2\ 




rr4 1 9 74^6 
y *i ± / *j ju 


TUT ACT 1 r-i r\ v /—\ 

rsLAo l score 


zoo 


F 1 us 1 hp 


1 . Oe-25 


Match length 


106 


% identity 


40 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seq. No. 


217125 , 


Seq. ID 


LIB3147-059-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3892051 


BLAST score 


377 


E value 


3.0e-36 


Match length 


85 


% identity 


80 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 kD subunit 




[Arabidopsis thaliana] 


Seq. No. 


217126 


Seq. ID 


LIB314 7-059-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


539 


E value 


2.0e-55 


Match length 


108 



% identity 95 

NCBI Description 40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 34 5_emb_CAA8227 4_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA8227 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909__ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701 / DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gI_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

217127 

LIB3147-059-Q1-K1-C4 

BLASTX 

g542190 

295 

8.0e-27 

99 

38 

hypothetical protein 1087 - maize >gi_459269_emb_CAA54 960_ 
(X78029) transcribed sequence 1087 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217128 

LIB3147-059-Q1-K1-C6 

BLASTN 

g4512110 

43 

7.0e-15 

79 
89 

Phalaenopsis sp. 1 KCbutterf ly 1 putative profilin mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217129 

LIB3147-059-Q1-K1-C8 

BLASTX 

g3212869 

394 

3.0e-38 

98 
73 

(AC004005) unknown protein [Arabidopsis thalian^] 



217130 

LIB3147-059-Q1-K1-D10 

BLASTX 

g3023194 

478 

2.0e-48 

98 

97 

14-3-3-LIKE PROTEIN A 
[Glycine max] 



(SGF14A) >gi_1575725 (U70533) SGF14A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217131 

LIB3147-059-Q1-K1-D11 

BLASTX 

g3367534 

187 

3.0e-14 

77 

47 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
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thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217132 

LIB3147-059-Q1-K1-D4 

BLASTN 

gl335861 

67 

3.0e-29 

135 
87 

Glycine max clathrin heavy chain mRNA, complete cds 
217133 

LIB3147-059-Q1-K1-D5 

BLASTX 

g549063 

316 

3.0e-29 

81 

74 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38 958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

217134 

LIB3147-059-Q1-K1-E10 

BLASTX 

g2493046 

251 

1.0e-21 

77 

62 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta T chain precursor - sweet potato 

>gi_217 938_dbj_BAA01511__ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217135 

LIB3147-059-Q1-K1-E11 

BLASTX 

g2262173 

616 

3.0e-64 
135 
89 

(AC002329) 
thaliana] 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



217136 

LIB3147-059-Q1-K1-E12 

BLASTX 

g4468817 

648 

4.0e-68 

131 
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% identity 45 
NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AL035601) putative protein [Arabidopsis thaliana] 
217137 

LIB3147-059-Q1-K1-E3 
BLASTX 
g2253442 
196 

5.0e-15 

49 
65 

(AF007784) LTC0R11 [Lavatera thuringiaca] 
217138 

LIB3147-059-Q1-K1-E5 
BLASTX 
g3820614 
270 

7.0e-24 
111 
53 

(AF094516) El-like protein [Homo sapiens] 
217139 

LIB3147-059-Q1-K1-E9 
BLASTX 
g2911071 
188 

3.0e-14 

65 
55 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
217140 

LIB3147-059-Q1-K1-F5 
BLASTX 
gl279222 
182 

2.0e-13 

87 
9 

(X97455) specific tissue protein 2 [Cicer arietinum] 
217141 

LIB3147-059-Q1-K1-F6 
BLASTX 
g4337210 
193 

1.0e-14 

86 
45 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
217142 

LIB314 7-059-Q1-K1-F7 
BLASTX 
gl279206 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



576 

1.0e-59 

127 

87 

(X9744 6) alpha-tubulin [Avena sativa] 
217143 

LIB3147-059-Q1-K1-F8 

BLASTX 

g2464852 

171 

3.0e-12 

101 
43 

(Z99707) putative protein [Arabidopsis thaliana] 
217144 

LIB3147-059-Q1-K1-G11 

BLASTX 

g2129771 

554 

5.0e-57 

141 

74 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 

217145 

LIB3147-059-Q1-K1-G12 

BLASTX 

g3367534 

581 

4.0e-60 

144 

81 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217146 

LIB3147-059-Q1-K1-H1 

BLASTX 

g3236242 

335 

3.0e-31 

87 
80 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217147 

LIB314 7-059-Q1-K1-H10 

BLASTX 

g3913791 
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BLAST score 


653 


E value 


1.0e-68 


Match length 


136 


% identity 


88 


NCBI Description 


GLUTAMATE — CYSTEINE LIGASE PRECURSOR 


( GAMMA- GLUT AMYLC Y S T E I NE SYNTHETASE) (GAMMA- ECS ) (GCS) 




>gi_2407615 (AF017983) gamma-glut amylcysteine syntheta: 




[Lycopersicon esculentum] 


Seq. No. 


217148 


Seq. ID 


LIB3147-059-Q1-K1-H11 


Method. 


BLASTX 


NCBI GI 


g3914442 


BLAST score 


390 


E value 


5.0e-38 


Match length 


93 


% identity 


80 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 




(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 




>gi 1916350 (U92504) PSI-H subunit [Brassica rapa] 


Seq. No. 


217149 


Seq. ID 


LIB3147-059-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2673908 


BLAST score 


288 


E value 


8 . 0e-26 


Ma t ph 1 pncrth 


106 


% identity 


53 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


217150 


Seq. ID 


LIB314 7-059-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2570118 


BLAST score 


55 


E value 


4 . 0e-22 


Match length 


83 


% identity 


92 


NCBI Description 


S.latifolia mRNA, clone CCLS 


Seq. No. 


217151 


Seq. ID 


LIB314 7-05 9-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3269288 


BLAST score 


471 


E value 


3.0e-47 


Match length 


114 


% identity 


81 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


217152 


Seq. ID 


LIB3147-059-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


242 


E value 


1.0e-20 



30429 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
54 

(AF035385) unknown [Arabidopsis thaliana] 
217153 

LIB3147-060-Q1-K1-A12 

BLASTX 

g3914449 

628 

1.0e-65 

128 
95 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 



O s-r "NT , 

beq* jno. 


Z 1 / 1 0 4 


oeq . -Lu 


T TR^1 Al —OKO—Dl -K1 — & 9 


rietnoQ 




Kir 1 tat PT 


rrA A £71 9 Q 


bLiAoi score 


97 7 
Z / / 


E value 


4 . ue z o 


Tvyf — i 4— V s ! 1 t^i /t H— V*>i 

ixiaucn xeriyi^ii 




% identity 


45 


NCBI Description 


(AL035538) calcium-dependent 




LHIaDlUOpSlS LllallanaJ 


Seq. No. 


Zl / 1 DO 


oeq. ±u 


t TDQI A 1 Pi £ Pi— Pil — 1 — 7\ Q 


Method 






,t9 *3 1 £ £n 

gz ji odu 


nj_iiio i score 


9 £"3 
zoo 


Hi Vdl U.C 




Via +- /- , Vi 1 o"nrT"i~ln 
l/id. l on iciiy hi 


81 


% identity 


64 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN 


Seq. No. 


217156 


Seq. ID 


LIB314 7-060-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2961378 


BLAST score 


100 


E value 


3.0e-ll 


Match length 


65 


% identity 


63 


NCBI Description 


(AL022141) putative protein 


Seq. No. 


217157 


Seq. ID 


LIB314 7-060-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


327 


E value 


3.0e-49 


Match length 


125 


% identity 


82 


NCBI Description 


60S RIB0S0MAL PROTEIN L7A >g 



42158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 



30430 



ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217158 

LIB3147-060-Q1-K1-B12 

BLASTX 

gl35491 

376 

4.0e-67 

147 

85 

TUBULIN BETA CHAIN >gi_320961_pir A44949 tubulin beta 

chain - Plasmodium falciparum >gi_160732 (M28398) 
beta-tubulin [Plasmodium falciparum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217159 

LIB3147-060-Q1-K1-B2 

BLASTX 

g2911072 

235 

1.0e-28 

92 

74 

(AL021960) putative protein [Arabidopsis thaliana] 
217160 

LIB3147-060-Q1-K1-B3 

BLASTX 

g3334320 

719 

2.0e-76 

145 

95 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217161 

LIB3147-060-Q1-K1-B7 

BLASTX 

gl22085 

515 

2.0e-52 
121 
8 6 

HISTONE H3 >gi__81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi 20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738__emb__CAA59111_ (X84377) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



histone 3 [Zea mays] >gi_1040764 
[Arabidopsis thaliana] >gi_13147 
homolog [Brassica napus] >gi_153 
Histone H3 [Asparagus officinali 
histone 3 [Oryza sativa] >gi_J324 
histone H3 gene gb_M1713I and gb 
ESTs gb_H76511 gb_H76255 / gb_AA7 
gb_T42306 come from this gene. [ 

>gi_2254 5 9_prf 1303352A histone 

>gi_225839_prf_1314298B histone 

217162 

LIB3147-060-Q1-K1-B9 

BLASTX 

g3451065 

245 

4.0e-27 

66 
95 

(AL031326) 
thaliana] 



(M35387) histone H3 
79 (U54827) histone H3 
1754_emb_CAA57811_ (X82414; 
s] >gi_1667592 (U77296) 
9101 (AC003114) Match to 
_M35387 from A. thaliana. 
12452, gb_N65260 and 
Arabidopsis thaliana] 
H3 [Helicoverpa zea] 
H3 [Arabidopsis thaliana] 



water channel - like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217163 

LIB3147-060-Q1-K1-C10 

BLASTX 

g3219939 

150 

1.0e-09 

74 
49 

HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME I 
>gi_2094864_emb__CAB08603_ (Z95334) unknown 
[Schizosaccharomyces pombe] 

217164 

LIB3147-060-Q1-K1-C11 

BLASTX 

gl766048 

456 

2.0e-45 

131 

73 

(U81994) NAD+ dependent isocitrate dehydrogenase subunit 2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217165 

LIB3147-060-Q1-K1-C2 

BLASTX 

gl346172 

399 

6.0e-39 

104 
76 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 

>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 
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Seq. No. 


217166 


Sea ID 


LIB3147-060-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2811026 


BLAST score 


252 


E value 


2.0e-31 


Match length 


79 


% identity 


86 


NCBI Description 


TCP1-CHAPER0NIN COFACTOR A HOMOLOG >gi 1946375 (U93215) 




TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 




>gi 2347204 (AC002338) TCPl-chaperonin cofactor A isolog 




[Arabidopsis thaliana] 


Sea. No. 


217167 


Seq. ID 


LIB3147-060-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2055384 


BLAST score 


157 


E value 


2.0e-10 


Match length 


99 


% identitv 


45 


NPRT npQpriDt ion 


(U69633) cold-stress inducible protein [Solanum tuberosum] 


Spa No 


217168 


Seq. ID 


LIB3147-060-Q1-K1-C9 


Method 


BLASTX 


NPRI GI 


a2104681 


RT.AST smrp 


243 


F V3 1 HP 
i_i V Ct -L LAC 


2 . Oe-31 


Match length 


134 


o -i— v^l^ x i ux l y 


57 


NPRT DpsrriDi"ion 


(X97907) transcription factor [Vicia faba] 


Seq. No. 


217169 


Seq. ID 


LIB3147-060-Q1-K1-D1 


Method 


BLASTX 


NCRT GT 


a2369714 


RT.AST score 


165 


F. value 


1 . Oe-11 


Match length 


89 


?= identitv 


42 


NCRT DpsfriDtion 


(Z97178) elongation factor 2 [Beta vulgaris] 


Sea No 


217170 


Seq. ID 


LIB3147-060-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl362093 


RT.AST score 


343 


E value 


2.0e-51 


Match length 


132 


% identity 


76 


NCBI Description 


hypothetical protein (clone TPP15) - tomato (fragment) 




>gi 924632 (U20595) unknown [Solanum lycopersicumj 


Seq. No. 


217171 


Seq. ID 


LIB314 7-060-Q1-K1-D2 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2982311 

638 

7.0e-67 

145 

79 

(AF051240) probable ubiquitin-conjugating enzyme E2 [Picea 
mariana] 

217172 

LIB3147-060-Q1-K1-E1 

BLASTX 

g4510383 

202 

8.0e-16 

57 
74 

(AC007017) unknown protein [Arabidopsis thaliana] 



217173 

LIB3147-060-Q1-K1-E11 

BLASTX 

g4490705 

285 

3.0e-47 

130 

75 

(AL035680) ribosomal protein 
thaliana] 



L14-like protein [Arabidopsis 



217174 

LIB3147-060-Q1-K1-E12 

BLASTX 

g3953467 

314 

1.0e-35 

90 
49 

(AC002328) F20N2.12 [Arabidopsis thaliana] 
217175 

LIB314 7-060-Q1-K1-E3 

BLASTX 

gll73043 

247 

5.0e-21 

69 
74 

60S RIBOSOMAL PROTEIN L38 >gi_47 9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

217176 

LIB3147-060-Q1-K1-E6 

BLASTX 

g4467108 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI €1 
BLAST score 
E value 
Match length 



210 

8.0e-17 

58 
72 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
217177 

LIB3147-060-Q1-K1-E7 

BLASTX 

g3080371 

477 

5.0e-48 

131 

63 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



217178 

LIB3147-060-Q1-K1-E8 

BLASTX 

g3080415 

514 

3.0e-52 

130 
78 

(AL022604) cysteine proteinase 
thaliana] 



- like protein [Arabidopsis 



217179 

LIB314 7-060-Q1-K1-E9 

BLASTX 

g4580460 

678 

1.0e-71 

138 

97 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

217180 

LIB3147-060-Q1-K1-F11 

BLASTX 

gl724102 

286 

1.0e-25 

143 
45 

(U797 66) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

217181 

LIB314 7-060-Q1-K1-F5 

BLASTX 

g4454468 

372 

1.0e-37 

118 
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% identity 

NCBI Description 



66 

(AC006234) 
thaliana] 



putative NADH dehydrogenase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



217182 

LIB3147-060-Q1-K1-F6 

BLASTX 

gl36057 

264 

5.0e-23 

63 

79 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

217183 

LIB3147-060-Q1-K1-G7 

BLASTX 

g4191796 

139 

5.0e-09 

62 
42 

(AC005917) putative senescence-associated protein 5 
[Arabidopsis thaliana] 

217184 

LIB3147-060-Q1-K1-G9 

BLASTX 

g399940 

268 

2.0e-27 

112 

63 

MITOCHONDRIAL HEAT SHOCK 7 0 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22 636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

217185 

LIB3147-060-Q1-K1-H11 

BLASTX 

g3687833 

236 

1.0e-37 

130 
29 

(AF069737) notchless [Xenopus laevis] 
217186 

LIB3147-060-Q1-K1-H4 

BLASTX 

gl418127 

233 

2. Oe-19 
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Matrh Ipncrth. 


55 


O J_ UCl l i L LJ/ 


82 


KfPRT Hp Qpr "i r>1~ "i on 


(D63166) CTPrphosphochol 




nani] =3 ] 

1 X Q. LhL O J 


Sea. No. 


217187 


iZ> c ^ • iu 


LIB3147-060-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4105772 




376 


F. 1 IIP 


4 . Oe-36 


Ma +■ /"•h 1 on n't" n 


80 


% "i dent i t v 


45 


KIPRT Dp^pt "i nt i on 


(AF049917) PGP9B [Petuni 


iJ ^3 W * i.N W ■ 


217188 


Seq. ID 


LIB3147-060-Q1-K1-H9 


Method 


BLASTX 


NPRT GJ 

IN \_j> i_> J- \J JL 


gl076746 


BLAST score 


305 


E value 


9.0e-44 


Mstph 1 pncrth 


120 


& "i Hon i — i +■ \r 
o J-UCii i — l l. _y 


82 




hpaf- qVifipV nrof pin 70 — 


>gi 7 63160 emb CAA4 7 94 8 




rf)rv7 3 ^^tiv^l 


Seq. No, 


217189 


Seq. ID 


LIB314 8-001-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


172 


E value 


2.0e-12 


Match length 


65 



rice (fragment) 



70 



% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



58 

HISTONE H2A >gi_100 1 61_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

217190 

LIB3148-001-P1-K1-B10 

BLASTX 

g2245091 

168 

9.0e-12 

50 
68 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
217191 

LIB3148-001-P1-K1-B4 

BLASTX 

g4455250 

153 

1.0e-10 

71 
34 
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II 



NCBI Description 


(AL035523) putative protein [Arabidop 


Seq. No. 


217192 


Seq. ID 


LIB3148-001-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3264611 


BLAST score 


361 


E value 


2.0e-34 


Match length 


81 


% identity 


81 


NCBI Description 


(AF061511) seven in absentia homolog 


Seq. No. 


217193 


Seq. ID 


LIB314 8-001-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl706326 


BLAST score 


144 


E value 


4.0e-09 


Match length 


30 


% identity 


90 


NCBI Description 


PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC 



>gi_214 6786_pir S65470 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC1) - Garden pea >gi_117 7 603_emb_CAA9144 4_ 
(Z66543) pyruvate decarboxylase [Pisuru sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217194 

LIB3148-001-P1-K1-C11 

BLASTX 

g3785997 

432 

1.0e-42 

149 

56 

(AC005499) putative annexin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217195 

LIB3148-001-P1-K1-C2 

BLASTX 

gll73049 

182 

l.Qe-13 

63 
63 

60S RIBOSOMAL PROTEIN L32 (RP49) >gi_299925_bbs_130531 
(S59382) ribosomal protein 49 [Drosophila pseudoobscura, 
Peptide, 134 aa] [Drosophila pseudoobscura] 
>gi_2950188_emb__CAA70875_ (Y09704) ribosomal protein 49 
[Drosophila affinis] >gi_2950190_emb_CAA7087 6_ (Y09705) 
ribosomal protein 4 9 [Drosophila azteca] 
>gi_2 9501 98_emb_CAA7 088 0_ (Y09709) ribosomal protein 49 
[Drosophila miranda] >gi_2 950200_emb__CAA70881_ (Y09710) 
ribosomal protein 4 9 [Drosophila persimilis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217196 

LIB3148-001-P1-K1-C7 

BLASTX 

g266463 



30438 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309 

1.0e-28 

82 
77 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA- 1PM 

DEH YDROGENAS E ) (I MDH ) (3-1 PM- DH ) >g i_8 225 9_p i r S 25670 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22643_emb_CAA477 20_ (X67310) 3-isopropylmalate 

dehydrogenase [Solanum tuberosum] >gi_4 45064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217197 

LIB3148-001-P1-K1-D12 

BLASTX 

gl084457 

220 

7.0e-18 

138 
41 

elongation factor 1-beta - 
(D23674) elongation factor 



Rice >gi_432368_dbj_BAA04903_ 
1 beta [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217198 

LIB314 8-001-P1-K1-D9 

BLASTX 

g4454468 

542 

1.0e-55 

149 
68 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217199 

LIB3148-001-P1-K1-E2 

BLASTX 

g3851636 

185 

2.0e-14 

51 

71 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217200 

LIB3148-001-P1-K1-F12 

BLASTX 

g2507421 

493 

7.0e-50 

107 
90 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 4 907 09_emb_CAB3884 3 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217201 

LIB3148-001-P1-K1-G9 

BLASTX 

g2511594 

132 

4.0e-ll 

81 

52 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 


217202 


Seq. ID 


LIB314 8-001-P1-K1-H10 


lyiennou 


DJ_ijri.O i A 




gz / 0 4 0X0 


bLAb i score 


1 
1 


E value 




Match length 


X 4 U 


-6 identity 


7 A 


NCBI Description 


(Hi UZlj^D J Hon IdLc opcullXL Ulo* 




[ rlX dJJ X (-Hw>£J o -L is Ui.la.-L J- cilia. J 


Seq. No. 


217203 


Seq. ID 


XjXJ30X4 o UUX irX l\.X riXZ 


Method 


dt 7\o mv 


NCBI GI 


gozz b / o 


BLAbi score 




E value 


z . ue jU 


Match length 


x x y 




o o 


INL/DJ. uebuiipLiuii 


r*Tnal nnnp i c? om p> t~ ^ Q P> f T*". f S R 1 61 


>ai 19585 emh CAA48774 (X68978) 




sp. ] 


Seq. No. 


217204 


Seq. ID 


LIB3148-002-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217205 


Seq. ID 


LIB314 8-002-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g421843 


BLAST score 


326 


E value 


3.0e-60 


Match length 


140 


% identity 


86 


NCBI Description 


protein kinase {EC 2.7.1.37) 5 - 



- apple tree (fragment) 



Arabidopsis thaliana 



30440 



>gi_217861_dbj_BAA01715__ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217206 
LIB3148-002- 
BLASTX 
g3451474 



P1-K1-B12 



BLAST score 


167 


J_j Vai uc 


1 . Oe-11 


Match length 


70 


% identity 


49 


\Tf~VRT npc;pr "i nl" i nn 


(AL03134 9) conserved hypothetical protein 


[ Schizosaccharomyces pombe] 


tw> vJ • » 


217207 




LIB3148-002-P1-K1-B2 




BLASTX 


NCBI GI 


g3953473 


7\ Q T crnro 
DLnOl oUUIC 


220 


E value 


5.0e-18 


Match length 


98 


3- "i Honf i "t~ w 


55 


1ML,DJ. JJeibCI- _Lp L X<JI1 


fafOOP^Pfi^ F2202 18 TArabidoosis thaliana! 




217208 


beq. iij 




Tv >T +- V\ 

i v ier.iioci 


.D J_j aJ.O -L z\ 


LN ^ Lj _L \J -L 


al70354 


dLAoi score 


jjO 


E value 


9.0e-32 


Match length 


77 


t> XClell l»_L Ly 


18 


"hi T~> X F^l /-\ "i >~\ +- t /"\ to 

jnL/Jdx uescriptiuii 


^M741R(^1 npntaniprir no! vubicruitin rNicotiana 


Q a /t Mn 

O C (J[ . IN U • 


217209 


q^pr TP) 


LTB314 8-002-P1-K1-C12 


rie inoa 


DJjriO X /i 


i\i ^ ID J. OX 


a585963 


DT ACT 1 qpATP 


239 


T? V3 1 IIP 


5 . Oe-20 


Match length 


69 


% identity 


72 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNI 


Seq. No* 


217210 


Seq. ID 


LIB3148-002-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl70352 


BLAST score 


139 


E value 


1.0e-08 


Match length 


45 


% identity 


13 


NCBI Description 


(M74101) hexameric polyubiquitin [Nicotiana 



>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi_4115333 (L81139) ubiquitin [Pisum sativum] >gi__4115335 
(L81140) ubiquitin [Pisum sativum] 



30441 



Spa No 


217211 


Qf^rs TO 


LIB3148-002-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g226261 


JDJ-irlO 1 OO^i-C 


323 


J_j V QXUC 


6. Oe-30 




64 


2- -| t "i t v 


97 


1NO.D1 JJcoCIip tlUii 


^Inhsl tubulin TArab 




217212 


Seq. ID 


LIB3148-002-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4191789 


BLAST score 


171 


E value 


4.0e-12 


Match length 


64 


% identity 


62 


NCBI Description 


(AC005917) putative 



[Arabidopsis thaliana] 



Seq, No. 


Z 1 / Z1j 


Seq. ID 


L1djI4o U UZ — Jr 1 i\l — 1)1 U 


Method 


BLASTX 


NCBI GI 


g4455258 


BLAST score 


311 


E value 


2.0e-28 


Match length 


113 


% identity 




NCBI Description 


^ .H.Ju \J O J -J ^ «3 ^ dO-LU. |JiHJo^JIlcl L d o fc; J- -L JVC jjiulciii 




thaliana] 


Seq. No. 


217214 


Seq. ID 


LIB314 8-002-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl418705 


BLAST score 


72 


E value 


2.0e-32 


Match length 


201 


% identity 


89 


NCBI Description 


G.hirsutum metallothionein-like gene 


Seq. No. 


217215 


Seq. ID 


LIB314 8-002-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl345933 


BLAST score 


466 


E value 


1.0e-46 


Match length 


106 


% identity 


81 


NCBI Description 


CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR 


>gi 1084323 pir S53007 citrate synthase 




>gi_975633_dbj_BAA07328_ (D38132) glyoxy 




synthase [Cucurbita sp.] 


Seq. No. 


217216 


Seq. ID 


LIB3148-002-P1-K1-E4 



cucurbit 



30442 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024431 

230 

2.0e-19 

46 
100 

2 6S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2342675 (AC000106) Similar 
to probable Mg-dependent ATPase (pir_S56671) . ESTs 
gb_T46782, gb_AA04798 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217217 

LIB3148-002-P1-K1-F11 

BLASTX 

gl644427 

662 

1.0e-69 

150 

81 

(U74610) glyoxalase II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217218 

LIB3148-002-P1-K1-F3,- 

BLASTX 

g2832664 

201 

1.0e-15 

82 
46 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217219 

LIB3148-002-P1-K1-F6 

BLASTX 

g3023857 

451 

6.0e-45 

98 

87 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi 629591 pir S48839 guanine nucleotide 
regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217220 

LIB314 8-002-P1-K1-F7 

BLASTX 

g2146727 

501 

8.0e-51 

135 
73 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



30443 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217221 

LIB314 8-002-P1-K1-F9 

BLASTX 

g629483 

279 

1.0e-24 

102 
54 

gene 1-Sc3 protein - European white birch 

>gi_53 48 98_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217222 

LIB314 8-002-P1-K1-G3 

BLASTX 

g284351 

413 

2.0e-40 

143 
55 

phosphoglucomutase {EC 5.4.2.2) 1 
(M83088) PGM1 [Homo sapiens] 
>gi 4505765 ref NP 002624.1 pPGMl 



- human >gi__189926 
phosphoglucomutase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217223 

LIB3148-002-P1-K1-G7 

BLASTX 

gll71978 

479 

3.0e-48 

128 

20 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2} 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051__emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217224 

LIB314 8-002-P1-K1-G8 

BLASTX 

g2982897 

155 

3.0e-10 

131 
33 

(AE000676) hypothetical protein [Aquifex aeolicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



217225 

LIB314 8-002-P1-K1-H4 

BLASTX 

g4204278 

187 

4.0e-14 

63 

46 



30444 



ft 



NCBI Description 



(AC004146) 
thaiiana] 



putative Cytochrome P450 protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217226 

LIB3148-003-P1-K1-A4 

BLASTX 

g3334261 

173 

2.0e-12 

44 
68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 

217227 

LIB314 8-003-P1-K1-A5 

BLASTX 

gl364059 

230 

4.0e-19 

108 
43 

dioscorin class A precursor - Dioscorea cayenensis 
>gi_433463_emb_CAA53781_ (X76187) storage protein 
[Dioscorea cayenensis] 

217228 

LIB3148-003-P1-K1-B2 

BLASTX 

g3850571 

168 

5.0e-12 

60 
60 

(AC005278) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaiiana] 

217229 

LIB3148-003-P1-K1-B6 

BLASTX 

g465702 

149 

1.0e-09 

71 
49 

PROBABLE RIBOSOMAL PROTEIN B0303.15 IN CHROMOSOME III 

>gi_283555_pir S277 95 ribosomal protein Lll homolog - 

Caenorhabditis elegans >gi_156201 (M77697) ribosomal 
protein Lll [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



217230 

LIB3148-003-P1-K1-C2 

BLASTX 

g417148 

364 

6.0e-35 



30445 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
63 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

217231 

LIB3148-003-P1-K1-C3 

BLASTX 

g3980393 

137 

1.0e-08 

58 
55 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217232 

LIB3148-003-P1-K1-C4 

BLASTX 

g3063396 

526 

8.0e-54 

114 

85 

(AB012947) vcCyP [Vicia faba] 
217233 

LIB3148-003-P1-K1-C6 

BLASTX 

g4406807 

409 

3.0e-40 

107 

75 

(AC006201) putative elongation factor beta-1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



217234 

LIB314 8-003-P1-K1-C7 

BLASTX 

g4249382 

586 

9.0e-61 

143 
78 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

217235 

LIB314 8-003-P1-K1-D1 

BLASTX 

gl346172 

185 

9.0e-14 

37 



30446 



% identity 

NCBI Description 



92 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



217236 

LIB3148-003-P1-K1-D11 

BLASTX 

g3822223 

553 

S.Oe-57'" 

123 

82 

(AF077 955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 



o e q . IN O . 


91 79^7 


beq. id 


J_i±r5J J. 4 O UUO ITJ. JaJ. 1^4 


Method 


JDJ_iriO 1 A 


IN L> JD JL ui 


a94 ^Sl 9 


"RT 7\ Q T cjpnro 
r5±jriO 1 oLUIc 


397 


E value 




Match length 


117 


% identity 


70 


NLbi uescripnon 


[ jB.r U Z 4 O U 4 ; 1NO Ucl -Lil-L L_LL>I1 -L-Liic 


Seq. No. 


O 1 O "3 Q 


beq. id 


_u J. d O -L 4 0 UU j ir-L IV-L uj 


Method 


DT 7\C rp V 

rSLfib 1 A 


MPD T r 1 T 

JNOnl (j± 


rrl 1 R R9 R 




524 


E value 


2.0e-53 


Match length 


103 


% identity 


61 


NCBI Description 


CALMODULIN >gi_71685_pir MCS 


Seq. No. 


217239 


Seq. ID 


LIB314 8-003-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4406764 


BLAST score 


187 


E value 


3.0e-14 


Match length 


103 


% identity 


50 


NCBI Description 


(AC006836) putative uridylyl 




thaliana] 


Seq. No. 


217240 


Seq. ID 


LIB3148-003-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


359 


E value 


3.0e-34 


Match length 


73 



MCSP calmodulin - spinach 



% identity 

NCBI Description 



90 

(AB012110) 



ARG10 [Vigna radiata] 



30447 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217241 

LIB3148-003-P1-K1-E4 

BLASTX 

g4539452 

377 

2.0e-36 

130 

53 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 


O 1 1 O AO 
Z 1 / Z H Z 


Seq. ID 


LIB3148-003-P1-K1-F3 


Method 


BLASTN 


NLBl bl 


g^t 0 f± O Z D -L 


BLAST score 


1 HQ 

luo 


E value 


o . ue-34 


Match length 


loo 


% identity 


y o 


NCBI Description 


laossypium nirsuLUiu iueraiioi^iiioiic-Lii xx^t; piuit 




/-\m t~\ 1 /~\ +- £i s~i <-i c 

COlLip-Lol-C LUb 


Seq. No. 


217243 


Seq. ID 


LIB3148-003-P1-K1-F8 


Method 


BLAb 1 A 


NCBI GI 


g4u(Joy yo 


BLAST score 


o o c: 

zoo 


E value 


z . ue-z o 


Match length 


y 1 


% identity 


DO 


NCBI Description 


^Ziyy/UoJ pULal-lVc pj_OT-eiIl [nl aJJlUUpblo Liia±± 


Seq. No. 


217244 


Seq. ID 


LIBol4 o-U(Jo-r l~Kl-b4 


Method 


BLASTX 




rrl PI D09 P 1 

gj.ouuzo-L 


BLAST score 


696 


E value 


1.0e-73 


Match length 


144 


% identity 


21 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 


Seq. No. 


217245 


Seq. ID 


LIB3148-003-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g586339 


BLAST score 


146 


E value 


3.0e-20 


Match length 


94 


% identity 


52 


NCBI Description 


PEROXISOMAL -CO ENZYME A SYNTHETASE >gi_626794 


probable AMP-binding protein - yeast (Saccha 




cerevisiae) >gi_536615_emb_CAA85185_ (Z36091 




[Saccharomyces cerevisiae] 



ir S46098 



ORF YBR222c 



Seq. No. 



217246 



30448 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-003-P1-K1-H9 

BLASTN 

gl217627 

100 

5.0e-49 

250 
90 

G.hinsutum mRNA for stearoyl-acyl-carrier protein 
desaturase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217247 

LIB3148-004-Q1-K1-A12 

BLASTX 

g82035 

357 

6.0e-34 

136 
35 

ricin E - castor bean (fragment) >gi_169715 (M17631) ricin 

E beta chain [Ricinus communis] >gi__225896jprf 1402359A 

ricin E [Ricinus communis] 



Seq. No. 


217248 


Seq. ID 


LIB3148-004-Q1-K1-A2 


Metfioa 


"DT 7X QTY 
Jt5J_iH.O 1 A 






bLAbi score 


9 "3 fs 


TP TT 5 1 11 /~\ 


q f)p-9f) 


Match iengtn 


I o 


% identity 


55 


NCBI Description 


flavonol 4 r -sulf otransf erase - Flaveria 


Seq. No. 


217249 


Seq. ID 


LIB3148-004-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4105097 


BLAST score 


157 


E value 


2.0e-10 


Match length 


61 


% identity 


61 


NCBI Description 


(AF043255) MADS box protein 26 [Cucumis 


Seq. No. 


217250 


Seq. ID 


LIB3148-004-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2935294 


BLAST score 


597 


E value 


4.0e-62 


Match length 


134 


% identity 


87 


NCBI Description 


(AF036948) phenylalanine ammonia-lyase; 


Seq. No. 


217251 


Seq. ID 


LIB3148-004-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3986770 


BLAST score 


192 



30449 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



1.0e-14 

114 
42 

(AF109906) 



NG22 [Mus musculus] 



217252 

LIB3148-004-Q1-K1-B5 

BLASTX 

gll73256 

536 

6.0e-55 

126 
84 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 

217253 

LIB3148-004-Q1-K1-B7 

BLASTX 

g549063 

447 

2.0e-44 

103 

82 

T RAN SLAT I ON ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

217254 

LIB3148-004-Q1-K1-B8 

BLASTX 

g4321096 

334 

3.0e-31 

136 

47 

(M84135) flavonol 3-sulf otransf erase [Flaveria 
chloraef olia] 

217255 

LIB314 8-004-Q1-K1-C5 

BLASTX 

gl220453 

379 

2.0e-36 

124 

56 

(M79328) alpha-amylase [Solanum tuberosum] 
217256 

LIB314 8-004-Q1-K1-D1 

BLASTX 

g3850821 

183 



30450 



E value 
Match length 
% identity 
NCBI Description 



9.0e-14 
44 

70 

(Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginif olia] 





217257 


oc4 . x u 


LIB314 8-004-O1-K1-D10 


Mp t~ H (™iH 


BLASTX 


NCRT 


a2829204 


DT TICT 1 oporp 


308 


"R 1 no 

i_j v d _L LJ. 'CJ 


3 . Oe-28 




85 


% identity 


65 


NCBI Description 


(AF044204) lipid transfei 




11J.1 O U U LULL j 


o e q . in o . 


91 79 Sfi 

Z X / £. JO 




LIB314 8-004-O1-K1-D11 




jD J_)^iO 1 /i. 




rr4 99Pld PI 
y ^ zz u 4 o x 


T5T ACT cpnro 




E value 


9 np-^Q 

Z ■ \J C O _7 


Match length 


126 


% identity 


59 


lnudx uescripLion 


[ \J \J \J \J D Zf ) UllivlUJWil ^/XUL.e 


beg . no . 


91 79RQ 
Z x / Z J j 


oeq. iLj 


T TR^1 48-004-01 -K1 -D9 


A/T /~\ ^ V*i /*a 


LjXirlO X LN 




rri noons s 


DLnO J- ov^UI C 


169 


T\ V/^ 1 IIP 

1 1 V C-l -L- KJL \^ 


3 . Oe-90 


Match length 


181 


% identity 


98 


NCBI Description 


Gossypium hirsutum clone 


Seq. No. 


217260 


Seq. ID 


LIB3148-004-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4567225 


BLAST score 


296 


E value 


8 .Oe-27 


Match length 


98 


% identity 


60 



NCBI Description (AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217261 

LIB314 8-004-Q1-K1-E4 

BLASTX 

gl237250 

152 

6.0e-10 

111 
29 

(X96784) cytochrome P450 [Nicotiana tabacum] 



30451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



217262 

LIB3148-004-Q1-K1-E6 

BLASTX 

g4100433 

318 

2.0e-29 

84 
64 

(AF000378) beta-glucosidase [Glycine max] 
217263 

LIB3148-004-Q1-K1-E9 

BLASTX 

gl705463 

143 

5.0e-09 

39 
69 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_158 9016__prf 2209438A biotin synthase [Arabidopsis 

thaliana] 

217264 

LIB3148-004-Q1-K1-F1 

BLAST N 

g3821780 

33 

5.0e-09 

33 
58 

Xenopus laevis cDNA clone 27A6-1 
217265 

LIB3148-004-Q1-K1-F10 

BLASTX 

g585876 

339 

8.0e-32 

125 

58 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084 4 24_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18 908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

217266 

LIB314 8-00 4-Q1-K1-F4 

BLASTX 

gl707955 

537 

5.0e-55 

129 

77 



30452 



NCBI Description 



GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 
( GLUTAMATE — AMMONIA LI GAS E) >gi_11348 96_emb_CAA63981_ 
(X94320) glutamine synthetase [Vitis vinifera] 



Con "NTo 


217267 




LIB3148-004 




BLASTX 


L\ LJ JL. \J -1- 


g4512676 




147 


F" VP 1 lip 
Hi V CL-L LJ. C 


3. Oe-09 


Match lenath 


42 


O J- ^J.~l 11 L Jf 


67 


NCBI Description 


(AC006931) 


Seq. No. 


217268 


Seq. ID 


LIB3148-004 


Method 


BLASTX 


NCBI GI 


g3955021 


BLAST score 


300 


E value 


3.0e-27 


Match length 


117 


% identity 


58 


NCBI Description 


(AJ010811) 



unknown protein [Arabidopsis thaliana] 



-Q1-K1-F9 



Populus tremuloides] 



217269 

LIB314 8-004-Q1-K1-G11 

BLASTX 
g2244898 
312 

1.0e-28 
103 
60 

gm^CBJ ije^priRt^bn * (Z97$3$L) strong similarity to protein phosphatase ' 2A 
^ ' regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■%\ldentity. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217270 

LIB3148-004-Q1-K1-G4 

BLASTX 

g560504 

162 

4.0e-ll 

37 
84 

(Z29593) guanine nucleotide regulatory protein [Vicia faba] 

>gi_1098296_prf 2115367D small GTP-binding protein [Vicia 

faba] 



Seq. No. 

Seoj. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217271 

LIB3148-004-Q1-K1-G5 

BLASTX 

g4455365 

374 

6.0e-36 

74 

88 

(AL035524) putative protein [Arabidopsis thaliana] 



30453 



Seq. No. 


217272 


Seq. ID 


LIB3148-004-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g3150006 


BLAST score 


55 


E value 


2 . Oe-22 


Ntarrri 1 enath 


59 


% identity 


49 


NPRT Desrriorion 


CIC5B11.1 check: 4870 from: 1 to: 167234, complete 




sequence [Arabidopsis thaliana] 


Sea. No. 


217273 


Seq. ID 


LIB3148-004-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl206003 


BLAST score 


144 


E value 


3,06-09 


Match length 


34 


% identity 


85 


NCBI Description 


(U42399) putative MADS - box family transcription factor 




[ Pinus radiata] 


Sea No 


217274 


Seq. ID 


LIB3148-004-Q1-K1-G8 


Method 


BLASTX 








240 


Hi value 


*J * u ^. u 


March 1 enarhi 


94 


O -L 1 1 ' L L J 


45 


NPRT De s r* r "i or i on 


( ATiO *? 1 8 8 Q ^ nnt" a t" i vp Tirol" e i n f Ara Hi Hon^ i <3 rbi^liariAl 


Seq. No. 


217275 


Seq. ID 


LIB314 8-004 -Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2245125 


RTjAST snore 


172 


J_J v a J- 


3 Oe-12 




45 


o ±u,ciiu J- l y 


64 


L\ \_> -LJ X !_/ ~ O J LU 


(7. Q7 d ^ "h v~not~ hpt i 1 fir-Aj-p-j -pi r Arahi H riTi c: "i <=s "hVi^l "i anal 


Sea No 


217276 


Seq. ID 


LIB314 8-004-Q1-K1-H10 


J- 1C LIlULt 


BLASTX 


NCBI GI 


g3881234 


BLAST score 


182 


F. va 1 ne 


2 . 0e-13 


Match length 


60 


% identity 


55 


NCBI Description 


(AL032652) predicted using Genefinder; cDNA EST yk484f6 




comes from this gene; cDNA EST yk4 84f6.3 comes from thi 




gene [Caenorhabditis elegans] 


Seq. No. 


217277 


Seq. ID 


LIB3148-004-Q1-K1-H11 



30454 





Method 


BLASTX 




NCBI GI 


g3242715 




RT.A^T qrorp 

UUil>J J- O ^ ^ J_ 


188 




Th 1 rral no 
Jli VdXU.tr 


4 . Oe-14 






42 




xi luciii — l u y 


86 




TvIPRT Hpcjr'ri n1"i on 


(AC003040) hypothetical protein [Arabidopsis thaliana] 




Qprr No 


217278 




Q&n TT) 
O tr^ • x u 


LIB314 8-00 4-O1-K1-H2 




Method 


BLAST N 




NCBI GI 


gl922250 






166 




XL) V OX Li\> 


1 . Oe-88 






173 




g; 4 Hpril" \ \~ v 

O X. v_l 1 1 U J. ^ J 


99 




NPRT FlP^rri ni* "i nn 


G.arboreum mRNA for farnesyl pyrophosphate synthase 


4^ 


Qprr NO 


217279 






LIB314 8-004-O1-K1-H3 






RT.A^TX 

JD XJ.TiO -L /i. 


fn 




y ^ o i u u z/ 




BLAST score 


279 


P 


E value 


8.0e-25 




MafpVi "j oT>rrf~h 


88 

o o 




9- -1*-lciT*"l"l — 4"l"'T7 

-6 luentity 


J o 




N^nx uescripiion 


/AT 091 ^ R ^ nrpHi pH nrn+'Pi n F AT^foi H on <=: "i ^ t"hsl "i anA 1 






> rr 4 ^?q?Rnft pmh CAA1 9798 fAL031018) nutative orotein 


Li. 




T At^V^i r?ooQ"i c; "hln^l n anpl 




o c ^ • * 


217280 






LIB314 8-004-O1-K1-H8 


y 


Method 


BLASTX 




NCBI GI 


g3831441 




RT A QT o pArp 

DLrlO 1 O O W X C 


169 




Hi ValUc 






Ayl --i -f— V~i T /-\ v> iT+- 

ixidLcn lengtu 






9- 4 Horch 4 +" w 
t> XvafcillLXLy 


74 




IN^IDX JJfci t> Q^X XLJ L X<JI1 


fAPHORPIQ^ hvnnl-hpM ral nrni"p"i n r Arphi dnnq "i ^ thaliana! 

1 WW-JO-L-?^ 11 V LJ Vw" L. 1 i. ™ ( L K^. O. -L J_ U LC^.11 |_ OUx UVJU O -U O U- i ±CL J 1- CJ. x iU J 




C^f-r KJri 


217281 






T.TR^I 4R-f)nS-Ol -K1 -Al 0 




Method 


RT A^TY 

DijriO 1 A. 












292 




E value 


2.0e-26 




Match length 


106 






54 






PHOTO^YCIT^'M TT RFAfTTON CF1NTRF. W PROTEIN PRECURSOR fPSII 




1 KD PROTFTN^ >rj-i 1076268 ni r SS^O?^ nhotosvstem II 






protein - spinach >gi 728716" emb~CAA59409 (X85038) prot 






of photosystem II [Spinacia oleracea] 




Seq. No. 


217282 




Seq. ID 


LIB3148-005-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g2506139 



30455 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



417 

4.0e-41 

110 
75 

COATOMER DELTA SUBUNIT ( DELTA- COAT PROTEIN) 
(ARCHAIN) >giJL314049_ernb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



(DELTA-COP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217283 

LIB3148-005-Q1-K1-A4 

BLASTX 

g3386565 

211 

4.0e-17 

87 
51 

(AF079588) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217284 

LIB3148-005-Q1-K1-A5 

BLASTX 

g322525 

573 

2.0e-59 

122 
91 

omnipotent suppressor protein SUP1 homolog (clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA4 9171__ 
(X69374) similar to yeast omnipotent suppressor protein 
SUP1 (SUP45); ORF [Arabidopsis thaliana] 



Seq. No. 


217285 


Seq. ID 


LIB3148-005-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3377794 


BLAST score 


285 


E value 


1.0e-25 


Match length 


65 


% identity 


85 


NCBI Description 


(AF034572) proteasome IOTA 


Seq. No. 


217286 


Seq. ID 


LIB3148-005-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gll4682 


BLAST score 


303 


E value 


1.0e-27 


Match length 


104 


% identity 


62 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, 



(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H-f-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 



30456 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217287 

LIB3148-005-Q1-K1-B4 

BLASTX 

g3819164 

513 

2.0e-52 

110 
94 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Seq. ID 

Method , ; 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217288 

LIB3148-005-Q1-K1-B5 

BLASTX 

g3107931 

547 

3.0e-56 

123 
86 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217289 

LIB3148-005-Q1-K1-B6 

BLASTX 

g2935294 

551 

8.0e-57 

117 
92 

(AF036948) phenylalanine ammonia- lyase; PALI [Prunus avium] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217290 

LIB3148-005-Q1-K1-B7 

BLASTX 

g2398829 

541 

2.0e-55 

112 

89 

(Y11220) mitochondrial uncoupling protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217291 

LIB3148-005-Q1-K1-B8 

BLASTX 

g2204077 

194 

6.0e-15 

84 
49 

(D85623) extracellular insoluble cystatin [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217292 

LIB3148-005-Q1-K1-C3 

BLASTX 

g2275213 

180 



30457 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

42 

74 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
217293 

LIB3148-005-Q1-K1-C7 

BLASTX 

g584711 

548 

2.0e-56 
115 

92 

1 -AM I NOC YCLO PRO PANE - 1 - C ARBOX YLAT E OXIDASE (ACC OXIDASE) 

(ETHYLENE- FORMING ENZYME) (EFE) >gi_62 9707_pir S42561 

1-aminocyclopropane-l-carboxylate oxidase - garden petunia 
>gi_347417 (L21978 ) 1-aminocyclopropane-l-carboxylate 
oxidase [Petunia hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
.Match length 



217294 

LIB3148-005-Q1-K1-C8 

BLASTX 

g3928090 

318 

2.0e-29 

140 

41 

(AC005770) putative MTN3 protein [Arabidopsis thaliana] 
217295 

LIB3148-005-Q1-K1-D11 

BLASTX 

g4558665 

180 

2.0e-13 

38 
79 

(AC007063} putative white protein [Arabidopsis thaliana] 
217296 ' 

LIB3148-005-Q1-K1-D3 

BLASTN 

g2921331 

112 

2.0e-56 

143 
93 

Gossypium hirsutum MYB-like DNA-binding domain protein 
(Cmy-D) mRNA, complete cds 

217297 

LIB314 8-005-Q1-K1-D4 

BLASTX 

g541978 

141 

3.0e-09 
67 



30458 



€1 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

guanine nucleotide regulatory protein - fava bean 
>gi_303734_dbj_BAA02118_ (D12550) GTP-binding protein 
[Pisum sativum] >gi_452359__emb_CAA82707__ (Z29590) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738942_prf 2001457K GTP-binding protein [Pisum _ 

sativum] >gi_1098293_prf 2115367A small GTP-binding 

protein [Vicia faba] 

217298 

LIB314 8-005-Q1-K1-E10 

BLASTX 

g3024386 

520 

4.0e-53 

135 
72 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

217299 

LIB3148-005-Q1-K1-E4 

BLASTX 

g548852 

232 

2.0e-19 

54 
80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

217300 

LIB3148-005-Q1-K1-E5 

BLASTX 

gll72635 

539 

3.0e-55 

122 

89 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_55 6558_dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 

217301 

LIB3148-005-Q1-K1-F12 

BLASTX 

g4126473 

261 

1.0e-22 

49 

98 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 



217302 



30459 




Seq. ID 


LIB3148-005-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


361 


E value 


2.0e-34 


Match length 


82 


% identitv 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi 481227 pir S38357 ribos 




protein S21 - rice >gi 303839~dbj BAA02158" (D12633) 4 




subunit ribosoinal protein [Oryza sativa] 


Seq. No. 


217303 


Seq. ID 


LIB3148-005-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3821793 


BLAST score 


692 


E value 


3 . 0e-73 


Match length 


132 


% identity 


95 


NCBI Description 


(Y11526) casein kinase II alpha subunit [Zea mays] 


Seq. No. 


217304 


Seq. ID 


LIB3148-005-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


251 


W. T7*3 1 IIP 




Matrh 1 pncrth 


63 




68 


NCRT Dp^pti nt i on 


/ ACOO^!??"^ \ t>ii t a 1 1 vp rihn ^som^ 1 rimfpi n 5? 1 ? f AT^b i don ■=! i r 




L-lxdJ LCLllClJ 


Seq. No. 


217305 


Seq. ID 


LIB3148-005-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3341687 


BLAST score 


154 


E value 


4 . 0e-10 


Match length 


58 


% identity 


55 


NCBI Description 


{ APO 0^6791 "Dixtati vp Tr9 <=? t>to1" pi n f Arabi Hnn^ i q 1~hal"i3n3l 


Sea No 


217306 


Seq. ID 


LIB3148-005-O1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl079720 


BLAST qrorp 


479 


E value* 


3 . 0e-48 


Mstch 1 print h 


122 


% i dpn t" "i t v 


78 


MPRT np^rri — ! on 


\\J -J Zt l \j*± ) U. JS.d J_ yUulL I. fcr _L a. o ti -L d ^ L. -L O LIxJ_OXllLI.O i.X o 


Seq. No. 


217307 


Seq. ID 


LIB3148-005-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g267070 


BLAST score 


388 



30460 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7.0e-38 

76 

97 

TUBULIN ALPHA- 6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_2244 853__emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 

217308 

LIB3148-005-Q1-K1-H12 

BLASTX 

g3126969 

180 

3.0e-13 

90 
48 

(AF061808) chalcone isomerase [Elaeagnus umbellata] 
217309 

LIB3148-005-Q1-K1-H3 

BLASTX 

g3821793 

612 

4.0e-66 

127 

87 

(Y11526) casein kinase II alpha subunit [Zea mays] 
217310 

LIB3148-005-Q1-K1-H4 

BLASTX 

g3098571 

188 

3.0e-14 

64 

55 

(AF04 9028) BURP domain containing protein [Brassica napus] 
217311 

LIB3148-005-Q1-K1-H8 

BLASTX 

g2642158 

565 

2.0e-58 

127 

79 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
217312 

LIB3148-006-Q1-K1-A11 

BLASTX 

g401322 

575 

1.0e-59 

111 
100 



30461 



NCBI Description 



VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217313 

LIB3148-006-Q1-K1-A7 

BLASTX 

g2765366 

247 

5.0e-21 

118 
45 

(Y14038) putative Ole e 



1 protein [Betula pendula] 



217314 

LIB3148-006-Q1-K1-A8 

BLASTX 

gl351271 

624 

3.0e-65 

130 

91 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5-371.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

217315 

LIB3148-006-Q1-K1-B11 

BLASTX 

g2911052 

269 

3.0e-24 

57 
81 

(AL021961) putative protein [Arabidopsis thaliana] 
217316 

LIB3148-006-Q1-K1-B7 

BLASTX 

g790687 

222 

4.0e-18 

86 

56 

(L39651) zinc finger protein [Arabidopsis thaliana] 
217317 

LIB3148-006-Q1-K1-C5 

BLASTN 

g2760165 

36 

8.0e-ll 

48 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



30462 



MAC 9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217318 

LIB3148-006-Q1-K1-D1 

BLASTX 

g3080439 

197 

5.0e-31 

105 
69 

(AL022605) putative protein [Arabidopsis thaliana] 
217319 

LIB3148-006-Q1-K1-D12 

BLASTX 

g!00196 

627 

1.0e-65 

126 
90 

chlorophyll a/b-binding protein (cab-11) - tomato 
217320 

LIB3148-006-Q1-K1-E11 

BLASTX 

g3142294 

192 

8.0e-15 
46 

78 

(AC002411) Strong similarity to initiation factor eIF-2, 
gbJJ37354 from S. pombe . ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

217321 

LIB3148-006-Q1-K1-E7 

BLASTX 

g3901014 

234 

2.0e-19 

55 
76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

217322 

'LIB3148-006-Q1-K1-F10 
BLASTX 
g2961349 
172 

1.0e-12 

71 
39 

(AL022140) LTR retrotransposon like protein [Arabidopsis 
thaliana] 



Seq. No. 



217323 



30463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-006-Q1-K1-F5 

BLASTX 

g3821280 

562 

6.0e-58 

136 

79 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



217324 

LIB3148-006-Q1-K1-F7 

BLASTX 

g296502 

371 

4.0e-36 

74 
95 

(X69187) beta tubulin 3 [Anemia phyllitidis] 
217325 

LIB3148-006-Q1-K1-G1 

BLASTX 

g4417291 

140 

1.0e-08 

39 
69 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
217326 

LIB3148-006-Q1-K1-G5 

BLASTX 

gl750404 

177 

6.0e-13 

52 
54 

(U80953) Similar to 40S ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
yk!07e8.3; 

217327 

LIB3148-006-Q1-K1-G6 

BLASTN 

g3687405 

40 

3.0e-13 

63 
92 

Lycopersicon esculentum mRNA for hypothetical protein 
217328 

LIB3148-006-Q1-K1-H2 
BLASTN 



30464 





NCBI GI 


g969118 




BLAST score 


94 




E value 


7.0e-46 




Match length 


102 




% identity 


98 




NCBI Description 


Gossypium herbaceum 5S ribosomal 






non-transcribed spacer, clone 




Seq. No. 


217329 




Seq. ID 


LIB314 8-006-Q1-K1-H6 




Method 


BLASTX 




NCBI GI 


g4104931 




BLAST score 


309 




TT vfl 1 np 


2 . Oe-28 




Match lencrth 


103 




% identity 


62 




NCBI Description 


(AF042196) auxin response factor 




Seq. No. 


217330 




Seq. ID 


LIB314 8-007-Q1-K1-B8 




Method 


BLASTN 


03 


NCBI GI 


g3821780 




RT.AST qcore 


36 


Hh 


J_j V QJ. 


8.0e-ll 


o 


M.ptr'Vi 1 pri rrt fa 

± v iCt L. Oil L.1 1 


36 




% "i dent i t v 


100 






Xpnnnn^ 1 apvis cDNA clone 27A6— 1 


™ 


Seq. No. 


217331 




Spa TD 


LIB3148-007-Q1-K1-C11 




Mp t" Vi nH 


BLASTX 


ml 


NCBI GI 


g3913067 


y 


BLAST score 


445 




V. V3 1 IIP 


2 . 0e-44 




Match length 


96 




% i dpn 1~ i tv 


86 




NCBI Description 


ALTERNATIVE OXIDASE 2 PRECURSOR : 






alternative oxidase [Glycine max 




Seq. No. 


217332 




Seq. ID 


LIB314 8-007 -Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


g2244898 




BLAST score 


128 




F, va 1 np 


5 . Oe-09 




Ma-f-pVi 1 PTLCfhll 
l ±a Luii -J- i ^-j i- ii 


64 




& \ Hpnt it v 

O J~ V-A Gill ■— ' — 


59 




NCBI Description 


(Z97338) strong similarity to pr> 






regulatory chain, 74K [Arabidops 




Seq. No. 


217333 




Seq. ID 


LIB314 8-007-Q1-K1-C5 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


33 




E value 


6. Oe-09 




Match length 


65 



8 [Arabidopsis thaliana] 



30465 



% identity 72 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217334 

LIB3148-007-Q1-K1-C6 

BLASTN 

g296442 

33 

5.0e-09 

65 

88 

G.max ADR 11 mRNA 
217335 

LIB314 8-007-Q1-K1-C8 

BLASTX 

gl220196 

223 

1.0e-18 

45 
98 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
217336 

LIB3148-007-Q1-K1-D10 

BLASTX 

gll73234 

324 

3.0e-30 

72 
88 

40S RIBOSOMAL PROTEIN S25 >gi_4 81909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9__embj3AA54 132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

217337 

LIB3148-007-Q1-K1-D11 

BLASTX 

g4567232 

287 

2.0e-26 

99 
67 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 

217338 

LIB3148-007-Q1-K1-D3 

BLASTX 

g4455293 

370 

2.0e-35 

86 

91 

(AL035528) putative protein [Arabidopsis thaliana] 



30466 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217339 

LIB3148-007-Q1-K1-E10 

BLASTX 

g2346972 

186 

5.0e-14 

82 

49 

(AB006598) ZPT2-11 [Petunia x hybrida] 



O ~ v£ • L\\J • 


217340 


Sea ID 


LIB314 8-007 -Q1-K1-F11 


Mpfh nfi 

Ll^ L> 11 V_A 


BLASTX 


IN \s O -L \J j- 


a2 8*0 4 2 8 0 


i_J J_J.fA.Lj J. O^V^-l~\^ 


595 


E value 


6.0e-62 


Match length 


127 


Or -i HpiTl t" "i t" V 


79 


MfRT Dpc-pririf i nn 

IN^Dl L/COUIipLlUU 


(AB003687) 6-4 photolyase [Arabidopsis thaliana] 




>ai 3929918 dbi BAA34711 (AB017331) 6-4 ohotolvase 




[Arabidopsis thaliana] 


O c ^ • iM W • 


217341 


vZ. \J ■ -i- 1— ' 


LIB314 8-007-Q1-K1-F5 


lVfp+- Y) piH 


BLASTX 


NCBI GI 


gl69211 


BLAST score 


145 


Hi Val U.C 


1 . 0e-09 




36 


o lUcilLX Ly 


81 




(M90294) ethylene— forming enzyme [Petunia hybrida] 




>ai 44SS91 nrf 1909343A ethvlene— f ormina enzvme TPetunia 








217342 


Seq. ID 


LIB314 8-007-Q1-K1-G1 


Method 


BLASTX 


IV v> J—J 1 X 


g4139266 


BLAST score 


211 


E value 


4.0e-27 


Match length 


103 


% identity 


63 


NCBI Description 


(AF112444) L-asparaginase [Lupinus luteus] 


Seq. No. 


217343 


Seq. ID 


LIB314 8-007-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


422 


E value 


1.0e-41 


Match length 


144 


% identity 


58 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seq. No. 


217344 


Seq. ID 


LIB314 8-007-Q1-K1-H5 



30467 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3025188 

293 

1.0e-26 

85 
61 

HYPOTHETICAL 11. 
>gi 1652154 dbj 



9 KD PROTEIN SLR1846 

_BAA17078_ (D90903) hypothetical protein 



[Synechocystis sp.] 
217345 

LIB3148-007-Q1-K1-H7 

BLASTX 

g3914359 

396 

8.0e-39 

84 
86 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 

217346 

LIB3148-007-Q1-K1-H9 

BLASTN 

g3299824 

36 

6.0e-ll 

48 
94 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

217347 

LIB3148-008-Q1-K1-A1 

BLASTX 

gl705840 

194 

4 .Oe-15 

42 
90 

CHALCONE SYNTHASE 1A (NARINGENIN-CHALCONE SYNTHASE 1A) 

>gi_1076535_pir S4 9202 naringenin-chalcone synthase (EC 

2.3.1.74) - garden pea >gi_510543_emb_CAA56316_ (X80007) 
naringenin-chalcone synthase [Pisum sativum] 

217348 

LIB3148-008-Q1-K1-A4 

BLASTX 

g2746826 

144 

5.0e-09 

89 
35 

(AF040646) No definition line found [Caenorhabditis 
elegans] 



30468 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217349 

LIB3148-008-Q1-K1-A5 

BLASTX 

g4102727 

159 

1.0e-10 

100 
40 

(AF015782) blight-associated protein pl2 precursor [Citrus 
jambhiri] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217350 

LIB3148-008-Q1-K1-A6 

BLASTX 

gl945611 

309 

2.0e-28 

136 

46 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807.1_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



Seq. No. 


217351 


Seq. ID 


LIB3148-008-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


647 


E value 


5.0e-68 


Match length 


124 


% identity 


99 


NCBI Description 


(D63396) elongation factor-1 


Seq. No. 


217352 


Seq. ID 


LIB3148-008-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4056469 


BLAST score 


335 


E value 


1.0e-31 


Match length 


67 


% identity 


100 


NCBI Description 


(AC005990) Strong similarity 



alpha [Nicotiana tabacum] 



factor from Arabidopsis thaliana. ESTs gb_Z25826, 

gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 

gb_AA712956 f gb_T4 6403, gb_T46050, gb_AI100391 and 
gb_225043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217353 

LIB3148-008-Q1-K1-B8 

BLAST N 

g3821780 

36 

1.0e-10 

48 
67 

Xenopus laevis cDNA clone 27A6-1 



30469 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217354 

LIB3148-008-Q1-K1-B9 

BLASTX 

g531829 

152 

6.0e-10 

69 
46 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217355 

LIB3148-008-Q1-K1-C1 

BLASTX 

gl743354 

333 

3.0e-31 

73 
82 

(Y09876) aldehyde dehydrogenase 



{ NAD+ ) [Nicotiana tabacum] 



008-Q1-K1-C12 



217356 
LIB3148 
BLASTX 
g3114901 
446 

2.0e-44 

112 
78 

(AJ005804) pcbere [Populus balsamifera subsp. 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh 
balsamifera subsp. trichocarpa] 



trichocarpa] 
[Populus 



Seq. No. 


217357 


Seq. ID 


LIB3148-00 


Method 


BLASTX 


NCBI GI 


g3184282 


BLAST score 


238 


E value 


5.0e-20 


Match length 


74 


% identity 


62 


NCBI Description 


(AC004136) 


Seq. No. 


217358 


Seq. ID 


LIB3148-00 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


450 


E value 


7.0e-45 


Match length 


120 


% identity 


68 


NCBI Description 


(AF044204) 




hirsutum] 



lipid transfer protein precursor [Gossypium 



Seq. No. 
Seq. ID 
Method 



217359 

LIB3148-008-Q1-K1-C6 
BLASTX 



30470 



NCBI GI 


g3643608 


BLAST score 


203 


E value 


2.0e-16 


Match length 


51 


% identity 


75 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


217360 


Seq. ID 


LIB3148-008-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2495365 


BLAST score 


296 


E value 


8 .Oe-27 


Match length 


92 


% identity 


71 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi 445127 prf 19084 




heat shock protein HSP81 - 2 [Arabidopsis thaliana] 


Seq. No. 


217361 


Seq. ID 


LIB314 8-008-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2911053 


BLAST score 


400 


E value 


4 . Oe-39 


Matph 1 pncrth 

J. -Id L. \s 1 1 J_ ^ll>-j 1—11 


89 


% identitv 


82 


NPRT Dp^nrinfi nn 

Lv\^ U J- L> "3- O O J — L 


f AT.091 961 ) hvnothpti ral nrotpi rt TArabi rioDsis thaliana! 


Qprf Kfo 

O ~ ^ ♦ \J . 


217362 


Seq. ID 


LIB314 8-008-Q1-K1-D4 


Mpf- hod 


BLASTX 


NCBI GI 


g730583 


BLAST score 


245 


E value 


8.0e-21 


Match lenath 


114 


% 1 Hpn f" "i t" V 


47 


NPRT Dp^pti r>t* "i on 


60S ACIDIC RIBOSOMAL PROTEIN P2 >ai 5512 67 emb CAA55047 




(X78213) 60s acidic ribosoinal protein P2 [Parthenium 




a t CTf^n t* a t t iit\ 1 


Seq. No. 


217363 


Seq. ID 


LIB314 8-008-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


543 


E value 


9.0e-56 


Match length 


141 


% identity 


77 


NPRT Dp <=; cv i nt i on 


ETHYLENE-INDUCIBLE PROTEIN HEVER >ai 2129913 nir S6004 

i_i iiii i_i i_i l < i_i i n i_y w _i_ j-j i_i i_ i w> x i_i i in i i i_i v j_j i \ ^ -i- ^— < _i_ _y _y k*/ _u \j \j ^ 




pfhvl pnp-rpsDon^i vp nTo1~P"iri 1 — PRTPi TiibbeT fTPP 




>gi 1209317 (M88254) ethylene-inducible protein [Hevea 




brasiliensis] 


Seq. No. 


217364 


Seq. ID 


LIB3148-008-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3913919 



30471 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



331 

6.0e-31 

87 
69 

ACID BETA- FRUCTOFURANOS I DASE PRECURSOR (ACID 
SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI ) 
(VACUOLAR INVERTASE) >gi_2351827 (U92438) soluble acid 
invertase [Phaseolus vulgaris] 





<£< J- i -J \J -~J 




LIB3148-008-Q1-K1-D9 


IVIo ~\~\~\ r\r\ 




MpD T (IT 


a?91 S090 


BLAST score 


64 


E value 


7.0e-28 




72 


% i dpnt it v 


97 


NCBI Description 


Swietenia humilis DNA for 


Seq. No. 


217366 


Seq. ID 


LIB3148-008-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4572668 


BLAST score 


243 


E value 


1.0e-20 


Match length 


100 


% identity 


47 


NCBI Description 


(AC00 6954) putative retrot 




[Arabidopsis thaliana] 


Seq. No. 


217367 


Seq. ID 


LIB3148-008-Q1-K1-E2 



for simple tandem repeat (341bp) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2980770 

243 

7.0e-21 

59 
76 

(AL022198) 



putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217368 

LIB3148-008-Q1-K1-E5 

BLASTX 

g533692 

210 

1.0e-16 

72 

62 

(U12150) protease inhibitor [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



217369 

LIB3148-008-Q1-K1-F1 

BLASTX 

g3395424 

295 

1.0e-26 

116 



30472 



% identity 52 

NCBI Description (AC004683) hypothetical protein [Arabidopsis thaliana] 

>gi_3786024 (AC005499) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217370 

LIB314 8-008-Q1-K1-F11 

BLASTX 

g3687251 

447 

1.0e-44 

128 

68 

(AC005169) unknown protein [Arabidopsis thaliana] 



Seq. No. 


217371 


Seq. ID 


LIB3148-008-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2253442 


BLAST score 


206 


E value 


3.0e-16 


Match length 


56 


% identity 


62 


NCBI Description 


(AF007784) LTCOR11 [Lavatera thuringiaca 


Seq. No. 


" 217372 


Seq. ID 


LIB314 8-008-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


407 


E value 


8.0e-40 


Match length 


81 


% identity 


53 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 



Seq. No. 


217373 


Seq. ID 


LIB314 8-008-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl843526 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


81 


% identity 


86 


NCBI Description 


Gossypium hirsutum an; 


Seq. No. 


217374 


Seq. ID 


LIB314 8-008-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2435519 


BLAST score 


330 


E value 


6.0e-31 


Match length 


66 


% identity 


92 


NCBI Description 


(AF024504) similar to 



use MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



30473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217375 

LIB3148-008-Q1-K1-G1 

BLASTX 

gl22106 

406 

1.0e-39 

81 
100 

HISTONE H4 >gi_7077 l_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi__2119028_pir S60475 histone H4 - garden pea 

>gi_217 95_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_l 66740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_JL68503 

(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285__emb_CAB01914_ 

(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi__4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838__prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217376 

LIB3148-008-Q1-K1-G11 

BLASTN 

g2687434 

292 

1.0e-163 

340 

96 

Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217377 

LIB3148-008-Q1-K1-G3 

BLASTX 

g2982303 

578 

6.0e-60 

124 

87 

(AF051236) hypothetical protein [Picea mariana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217378 

LIB3148-008-Q1-K1-G6 

BLASTX 

g4102703 

496 

3.0e-50 

133 

79 

(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] 



Seq. No. 



217379 



30474 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-008-Q1-K1-G8 

BLASTX 

g4204315 

499 

1.0e-50 

135 
67 

(AC003027) Unknown protein [Arabidopsis thaliana] 
217380 

LIB3148-008-Q1-K1-H5 

BLASTX 

g2811025 

539 

3.0e-55 

135 

70 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

217381 

LIB3148-008-Q1-K1-H6 

BLASTX 

g2811025 

473 

1.0e-47 

120 
70 

ASPARTIC PROTEINASE PRECURSOR >gi_l 94 4 18 l_db j_BAAl 9607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217382 

LIB3148-009-Q1-K1-A10 

BLASTX 

g3242753 

165 

1.0e-ll 

120 

31 

(AC005162) probable carboxypeptidase precursor; 
to P42660 (PID:gl718107) [Homo sapiens] 



64% similar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217383 

LIB3148-009-Q1-K1-A2 

BLASTX 

g3860323 

378 

2.0e-36 

78 
88 

(AJ012688) hypothetical protein [Cicer arietinum] 
217384 

LIB314 8-009-Q1-K1-A4 

BLASTX 

g4204315 

329 



30475 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-31 

106 

58 

(AC003027) 



Unknown protein [Arabidopsis thaliana] 



217385 

LIB3148-009-Q1-K1-A8 

BLASTX 

g3885334 

524 

2.0e-53 
110 
89 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



217386 

LIB314 8-009-Q1-K1-B1 

BLASTX 

g3420052 

314 

5.0e-29 
69 
81 

(AC004680) 
thaliana] 



putative ubiqinone reductase [Arabidopsis 



217387 

LIB3148-009-Q1-K1-B2 

BLASTX 

gl091678 

169 

6.0e-12 

71 

45 

activator-like transposable element [Pennisetum glaucum] 
217388 

LIB314 8-009-Q1-K1-B5 

BLASTX 

gl041704 

399 

6.0e-39 

87 

84 

(U30478) expansin At-EXP5 [Arabidopsis thaliana] 
217389 

LIB314 8-00 9-Q1-K1-B8 

BLASTX 

g3377797 

429 

1.0e-42 

95 
87 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 



30476 



H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217390 

LIB3148-009-Q1-K1-C10 

BLASTX 

g2190553 

363 

8.0e-35 

109 

63 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein (gb_Z4 9268) . [Arabidopsis 
thaliana] 



Seq. No. 


91 7 7 Q1 
Z 1 / O y 1 


064 . ± U 


T TR^I 4 R-00 9- 


Method 


DT 7\ QTY 




yooo J 01 j 




99 R 
^ *j 


Hi value 


2 . Oe-18 


LYiatcn xengun 




% identity 


41 


NCBI Description 


(AC005623) 3 


Seq. No. 


917 "3QO 

zi / 0 yz 


Seq. ID 




Method 


"DT Zi QTY 


NCBI GI 


T £ /I £ 9 /I fl 
g 00 4 D j4U 


BLAol score 


9 7 1 
Z / 1 


E value 


1 o»— 4 n 


Tv/T -> 4- /-il^ 1 /\r» it "f - V"i 

LYia ccn icnytn 


1 HQ 
-L\j y 


% identity 


Q 9 
0 z 


NCBI Description 


/ 21 TO 0 0*7 fc^} 


Seq. No. 


217393 


Seq. ID 


LIB3148-009 


Method 


BLASTX 


NCBI GI 


g4567229 


BLAST score 


343 


E value 


2.0e-32 


Match length 


105 


% identity 


52 


NCBI Description 


(AC007119) 




thaliana] 


Seq. No. 


217394 


Seq. ID 


LIB3148-009 


Method 


BLASTX 


NCBI GI 


g3549652 


BLAST score 


149 


E value 


1.0e-09 


Match length 


33 


% identity 


91 


NCBI Description 


(AJ224 982) 




thaliana] 



■Q1-K1-C11 



hypothetical protein [Arabidopsis thaliana] 



MADS-box protein [Malus domestical 



■Q1-K1-C6 



MAP3K epsilon protein kinase [Arabidopsis 



30477 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217395 

LIB3148-009-Q1-K1-E2 

BLASTX 

g2388689 

608 

2.0e-63 

129 
88 

(AFO 16633) GH1 protein [Glycine max] 
217396 

LIB3148-009-Q1-K1-E3 

BLASTX 

g4262225 

506 

2.0e-51 

117 
76 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

217397 

LIB3148-009-Q1-K1-E5 

BLASTN 

g3821780 

36 

4.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
217398 

LIB314 8-009-Q1-K1-E8 

BLASTX 

g224293 

410 

3.0e-40 

82 
100 

histone H4 [Triticum aestivum] 



217399 

LIB3148-009-Q1-K1-E9 

BLASTX 

g4455288 

188 

4.0e-14 

71 

55 

(AL035527) putative protein 
thaliana] 

217400 

LIB3148-009-Q1-K1-F10 

BLASTX 

gl619300 



( fragment ) [Arabidopsis 



30478 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



595 

6. Oe-62 

124 

92 

(X95269) LRR protein [Lycopersicon esculentum] 
217401 

LIB3148-009-Q1-K1-F2 

BLASTX 

gll4734 

166 

1.0e-ll 

34 

85 

AUXIN-INDUCED PROTEIN AUX28 >gi_81759_pir A28^ -3 aux28 

protein - soybean >gi_169921 (J03919) auxin-regulated 
protein (Aux28) [Glycine max] 

217402 

LIB3148-009-Q1-K1-F5 

BLASTX 

g3287688 

478 

4.0e-48 

116 

80 

(AC003979) Contains similarity to ycf37 gene product 
gb_1001425 from Synechocystis sp. genome gb_D63999. ESTs 
gb~T43026, gb_R64902, gb_Z18169 and gb_N37374 come from 
this gene. [Arabidopsis thaliana] 

217403 

LIB3148-0 0 9-Q1-K1-F9 

BLASTX 

g417360 

308 

3.0e-28 

112 

49 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast ( Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA674 83_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi__143134 6_emb_CAA9878 6_ (274256) ORF YDL208w 
[Saccharomyces cerevisiae] 

217404 

LIB314 8-0 0 9-Q1-K1-G1 

BLASTX 

g2961389 

230, 

4.0e-19 

71 
54 



30479 



NCBI Description (AL022141) purple acid phosphatase like protein 

[Arabidopsis thaliana] >gi_4006925_emb_CAB16853_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 



O CJ > LN O • 


91 740S 
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O c q . X U 
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IN vDl O JL 


crl69712 






l_i Vdl tic 


5 . Oe-15 


M^i"ph 1 pricrth 

L 1 Q Lull i.CllM Ull 


134 




87 


NCBI Description 


Ricinus communis metallothionein (RCMIT) mRNA, complete 


Qprr Kin 


217406 


q prf T n 

iJC^. X u 


T,TR^1 48-0 09-01 -PCI -09 




OXiiT.0 X /\ 


LN^.DX oX 


y^.jo jiio 




91 8 


III YalUc 


4 . UC X O 




^9 
*j z. 


2- i H pn +- ■! "h \7 


81 


NCBI Description 


(AC002387) hypothetical protein [Arabidopsis thaliana] 


beq . JNO . 


oi i a f\n 
Z 1 / 4 u / 


beq. id 


t tn^i a q~c\C\Q— r\i _ "pf i _ q 
xj1oox4 o UU? M bj 


Metnoa 


oLi/ib 1 N 


JNOJDX <jX 


rrl 4 1 Q7DR 

yxfi lo / uj 


BJ-iAb 1 score 


o n q 


E value 


1 fi^L 11/1 


L\lciT_.CJR Icily L.I1 


98Q 

O -7 


% identity 




NCBI Description 


G.hirsutum metallothionein-like gene 


Qapr "Mo 
uc^ IN . 


91 74 08 

^ X / *i VJ o 


beq. iu 


T TR^I 48 — 00Q— HI — Pfl —CXA 
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NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


beq. wo. 


91 7 4 0 Q 


C A ~ TP, 

beq. iu 


t trti /IQ — nnQ- m — t^i _ 

LIdj 1 4i o UU1? yl 1\1 bj 


Method 


bLAb 1 JN 


NCBI GI 


gl69712 


BLAST score 


41 


E value 


7.0e-14 


Match length 


73 


% identity 


89 


NCBI Description 


Ricinus communis metallothionein (RCMIT) mRNA, complete 


Seq. No. 


217410 


Seq. ID 


LIB3148-009-Q1-K1-G8 


Method 


BLASTX 



30480 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468813 
308 

3.0e-28 

99 

56 

(AL035601) 



putative protein [Arabidopsis thaliana] 



217411 

LIB314 8-009-Q1-K1-G9 

BLASTX 

gll4330 

148 

1.0e-13 

78 
58 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_16674 6 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217412 

LIB3148-009-Q1-K1-H10 

BLASTX 

g2213871 

295 

1.0e-26 

90 
72 

(AF003126) poly (A) -binding protein 
crystallinum] 

217413 

LIB314 8-009-Q1-K1-H11 

BLASTX 

g531829 

172 

3.0e-12 

79 
49 

(U12390) 
pSportl] 



[Mesembryanthemum 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



217414 

LIB3148-009-Q1-K1-H12 

BLASTX 

g4567225 

269 

9.0e-24 

71 

72 

(AC007119) unknown protein [Arabidopsis thaliana] 
217415 

LIB314 8-009-Q1-K1-H2 

BLASTX 

g231503 



30481 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



591 

2.0e-61 

119 
96 

ACTIN 97 >gi_100417_pir S20098 actin - potato 

>gi_21544_emb_CAA39280__ (X55751) actin [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217416 

LIB314 8-010-Q1-K1-A1 

BLASTX 

g2497539 

662 

1.0e-69 

139 

91 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 


Zl / 41 / 


Seq. ID 


LIBol4o-01U-Ql-Kl-Az 


Method 


DT 7\ C TV 


NCBI GI 


glol / z /U 


BLAST score 


179 


E value 


4.0e-13 


Match length 


o r 
6 o 


% identity 


yz 


NCBI Description 


(Xy4oZ4) acyl-LoA syntnetase [ 


Seq. No. 


01 "7/11 O 

z 1 / 4 lo 


Seq. ID 


LIB314 8-OlU-Ql-Kl-Ao 


Method 


dLAo 1 N 


NCBI GI 


glo / / / 


BLAST score 


DZ 


E value 


8.0e-21 


Match length 


52 


% identity 


100 


NCBI Description 


Soybean gene for Ula small nuc 


Seq. No. 


217419 


Seq. ID 


LIB3148-010-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3805956 


BLAST score 


188 


E value 


4.0e-14 


Match length 


52 


% identity 


94 


NCBI Description 


(Y13769) laccase [Populus bals 


Seq. No. 


217420 


Seq. ID 


LIB3148-010-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl345965 


BLAST score 


448 


E value 


1.0e-44 


Match length 


125 


% identity 


75 


NCBI Description 


FLORAL HOMEOTIC PROTEIN FBP2 ( 



RNA 



trichocarpa] 



30482 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1181186 (M91666) transcription factor [Petunia hybrida] 
217421 

LIB3148-010-Q1-K1-B11 

BLASTX 

g2760326 

280 

6.0e-25 

126 
46 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
217422 

LIB3148-010-Q1-K1-B7 

BLASTX 

g2245131 

146 

3.0e-09 

81 
40 

(Z9734 4) hypothetical protein [Arabidopsis thaliana] 
217423 

LIB3148-010-Q1-K1-B9 

BLASTX 

gl256436 

159 

9.0e-ll 

76 
46 

(U51204) APC -binding protein EB2 [Mus musculus] 
217424 

LIB3148-010-Q1-K1-C1 

BLASTX 

g4262140 

219 

8.0e-18 

80 

61 

(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana] 
217425 

LIB3148-010-Q1-K1-C10 

BLASTX 

gl707939 

718 

3.0e-76 

137 

96 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) >gi_107 6256 _pir__S51943 
glucose»l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain Bl precursor - beet (fragment) 

>gi 556622_emb_CAA55515_ (X78899) glucose-l-phosphate 



30483 



adenylyltransferase [Beta vulgaris] 



Seq. No. 
Seq. ID 
Method 



217426 

LIB3148-010-Q1-K1-C6 
BLASTX 
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NCBI Description 


(AC00527 


beq. no. 


91 74 9ft 


Seq. ID 
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3 . Oe-11 


jyiat-cn iengr.n 




O 1UCHL1 
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NCBI Description 


Xenopus 


Seq. No. 


217429 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


664 


E value 


6.0e-70 


Match length 


135 


% identity 


93 


NCBI Description 


(X64349) 



SOZYME 2 >gi_99599_pir S17493 catalase (EC 

- upland cotton >giJL8488_emb_CAA39998_ (X56675) 
2 of cotton catalase [Gossypium hirsutum] 



putative C-type Ul snRNP [Arabidopsis thaliana] 



-C8 



laevis cDNA clone 27A6-1 



complex of 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II [Nicotiana tabacum] 
217430 

LIB3148-010-Q1-K1-D12 

BLASTX 

gl40185 

298 

5.0e-27 

135 

44 

PROBABLE GYP7 PROTEIN >gi_173243 (M17741) unidentified 
peptide [Yarrowia lipolytica] 



Seq. No. 



217431 



30484 




Sea ID 


LIB3148-010-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


564 


E value 


3 . Oe-58 


Match length 


139 


% identity 


66 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217432 


Sea. ID 


LIB314 8-010-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3128225 


BLAST score 


440 


E value 


1 . 0e-43 


Mat rh 1 pnath 


135 


% identity 


68 


NCBI Description 


(AC004077) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217433 


Seq. ID 


LIB3148-010-Q1-K1-D8 


Mpi- hod 


BLASTX 


NCBI GI 


gl69211 


BLAST score 


192 


E value 


8.0e-15 


Mahph 1 pnath 


44 


O J. U. Will — L L_y 


89 




(M90294) ethylene - forming enzyme [Petunia hybri ia] 




>gi 445591 prf 1909343A ethylene-f orming enzyme [Petu 




hybrida] 


Seq. No. 


217434 


Seq. ID 


LIB314 8-010-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4455177 


RT.A^T qrnrp 

i_)lJ-ii.i_> -L O^-^J-C 


265 


l_j V d -L 


4 . Oe-23 


M^frh 1 pnrfhH 


102 


% identity 


52 


NPRT np^rri of i nn 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


217435 


Seq. ID 


LIB314 8-010-Q1-K1-E2 


Method 


RT.ASTX 




al351856 


BLAST score 


370 


E value 


2.0e-35 


M^"t~ph lena1"h 


89 


S- "iH(^nt""ii~\/ 


81 


NPRT Dp^rrinf inn 


ACONITATE HYDRATASE, CYTOPLASMIC f CITRATE HYDRO-LYASE) 


(ACONITASE) >gi 868003 dbj BAA06108 (D29629) aconitas 




[Cucurbit a sp.] 


Seq. No. 


217436 


Seq. ID 


LIB3148-010-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3738331 



30485 




BLAST score 


251 


E value 


2.0e-21 


Match length 


55 


% identity 


76 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217437 


Seq. ID 


LIB3148-010-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl839022 


BLAST score 


200 


E value 


7.0e-16 


Match length 


91 


% identity 


52 


NCBI Description 


(Y11121) amino acid carrier [Ricinus communis] 


Seq. No. 


217438 


Seq. ID 


LIB314 8-010-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


549 


E value 


2 . Oe-56 


Msi~r'hi 1 print hi 


121 


% identity 


87 


NPRT npqprinfion 


(AB012110) ARG10 TViana radiatal 


Seq. No. 


217439 


Seq. ID 


LIB3148-010-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


661 


F! va 1 tip 


1 . 0e-69 


M^tpbi 1 pnrfth 


134 


% i Hpn f 1 f V 

o -i— 1 i. j_ y 


96 


NPRT Dp^rri nt i on 


( AFT) 67 1 8 S 1 arrnannr"! n 9 I ^amanpa ^^manl 


Seq. No. 


217440 


Seq. ID 


LIB3148-010-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4204257 


BLAST score 


548 


E value 


2 . 0e-56 


Ma t ch lencrt h 

11U l_V_*ll -I-\^11VJ L.11 


140 


% idpntitv 


69 


NPRT Dp ^ cri ot 1 on 


(AC005223) 5493 TArabidoDsis thalianal 


Seq. No. 


217441 


Seq. ID 


LIB314 8-010-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2497486 


BLAST score 


442 


E value 


6.0e-44 


Match length 


104 


% identity 


82 


NCBI Description 


URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) 



KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



30486 




Sea No 


217442 


Seq. ID 


LIB3148-010-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4455210 


BLAST score 


526 


E value 


9 . Oe-54 


Match lenath 


126 


% identity 


79 


NCBI Description 


(AL035440) putative aspartate-tRNA ligase [Arabidop 




thaliana ] 


Seq. No. 


217443 


Seq. ID 


LIB3148-010-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3123745 


RTiA^T score 


111 


P va 1 hp 

Hi V a. -L LLC 


6 . Oe-11 


Ma*f~ch 1 PTKrhh 


46 


% i c3en t" "i t v 


80 


INL/Di UCO^J L kJ 1 Lull 


/Z\Rni'^447^ ^1 liTTii Tiitm — i nHiifpH r^rs qcii n^miQ 1 

\rlDU± Jt^ / J CLX U.1LLX 11 U1LL X 1 1 Li^ti v>l [DiaDOlLu i 1 CI U. O J 


QpLfT Kin 


2174 4 4 


OCvj[ . ±LJ 


illDJli O \J X \J v; x X\ X Of 


Method 


BLASTN 


NCBI GI 


g2463663 


jDIj-riD 1 bOUXc 


i n 




*i • VJ OX 


Ma"t~on 1 onrchh 
llCLL.^-11 xc-iiyL.il 


77 


& i Hprtf i f v 

O _1_ 1 I L L y 


99 


LN \_/ LJ X UCOLJ LU \ LUll 


f!In^ ^ \ro i nm h i rcmfnin sHoni tip nnpl pnl — i Ho franc;! APAfny 

\JKJ O O y jJl U.1LL 11XXOU.UU.11L Q^lCilXllC 11UL1CU L-1UC I L uilD XUL-Cl LU1 






Seq. No. 


217445 


Seq. ID 


LIB3148-010-Q1-K1-G8 


Method 


BLASTX 


J.N 1_> J- OX 


al362009 


RT.A^T score 


452 


P T7^ 1 no 
LLi V GJ.UC 


3 . Oe-45 


Ma1~ch 1 ertct*h 


109 


o 1UCUL.J. uy 


si 

+J X 




LUJl^Ul L1II XXjs.tr jLJX (J LfciXil / nlaJJlUUpfalo LllciX X cilia. 


Sea No. 


217446 


Seq. ID 


LIB314 8-010-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl077539 


BLAST score 


138 


E value 


8.0e-09 


Match length 


36 


% identity 


72 


NCBI Description 


hypothetical protein YDR190c - yeast ( Saccharomyces 



cerevisiae) >gi_755784_emb_CAA887 04_ (Z48784) unknown 
[Saccharomyces cerevisiae] 



Seq. No. 217447 

Seq. ID LIB3148-010-Q1-K1-H10 



30487 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128175 

185 

8.0e-14 

108 
38 

(AC004521) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217448 

LIB3148-010-Q1-K1-H5 

BLASTX 

g533256 

417 

6.0e-41 

136 
58 

(L27101) pectinesterase [Petunia inflata] 
217449 

LIB3148-010-Q1-K1-H7 

BLASTX 

g417103 

586 

8.0e-61 

120 
97 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA4 2 958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 4 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj__BAA31218__ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

217450 

LIB3148-010-Q1-K1-H8 

BLASTX 

g4455292 

152 

6.0e-10 

120 
35 

(AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 



217451 



30488 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-011-Q1-K1-A1 

BLASTX 

g2581785 

225 

1.0e-18 

60 
70 

(U94 999) class 2 non- symbiotic hemoglobin [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217452 

LIB3148-011-Q1-K1-A10 

BLASTX 

g4097547 

245 

7.0e-21 

75 
30 

(U64906) ATFP3 [Arabidopsis thaiiana] 
217453 

LIB3148-011-Q1-K1-A12 

BLASTX 

g4539352 

298 

4.0e-27 

112 
55 

(AL035539) putative protein [Arabidopsis thaiiana] 



217454 

LIB3148-011-Q1-K1-A2 

BLASTX 

gl705826 

184 

8.0e-14 

38 
89 

CHALCONE SYNTHASE 1 
>gi 437708 (M91193' 



(NARINGENIN-CHALCONE SYNTHASE 1) 

, chalcone synthase [Trifolium 

subterraneum] >gi_741008_prf 2006270A chalcone synthase 

[Trifolium subterraneum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



217455 

LIB3148-011-Q1-K1-A5 

BLASTX 

g3738294 

163 

3.0e-ll 

116 
39 

(AC005309) hypothetical protein [Arabidopsis thaiiana] 
217456 

LIB3148-011-Q1-K1-A7 

BLASTX 

gl840425 



30489 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

6.0e-14 

50 
68 

(U36586) alcohol dehydrogenase [Vitis vinifera] 
217457 

LIB3148-011-Q1-K1-B8 

BLASTX 

g3122572 

569 

8.0e-59 

137 

77 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX ] 

SUBQNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 

>giJ758340_emb_CAA59818__ (X85808) 76 kDa mitochondrial 

complex I subunit [Solanum tuberosum] 

217458 

LIB314 8-011-Q1-K1-C2 

BLASTX 

g4376815 

280 

6.0e-25 

125 

43 

(AE001637) GutQ/KpsF Family Sugar-P Isomerase [Chlamydia 
pneumoniae] 

217459 

LIB3148-011-Q1-K1-C3 

BLASTN 

gl658196 

33 

5.0e-09 

72 
87 

Ricinus communis calreticulin mRNA, complete cds 
217460 

LIB3148-011-Q1-K1-D11 

BLASTX 

g466334 

264 

5.0e-23 

78 

72 

(L29151) 14-3-3 
>gi_109084 6_prf 
esculentum] 



protein homologue [Solanum lycopersicum] 
_2019487A 14-3-3 protein [Lycopersicon 



Seq. No. 
Seq. ID 
Method 



217461 

LIB3148-011-Q1-K1-D5 
BLASTN 



30490 







BLAST score 


36 


E value 


2.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217462 


Seq. ID 


LIB3148-011-Q1-K1-D8 


Method 


BLASTX 






BLAST score 


203 


E value 


5.0e-16 


Match length 


74 


% identity 


58 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 


Seq. No. 


217463 


Seq. ID 


LIB3148-011-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2924512 


DT 7\Q r P opAro 

oiji-io i score 




E value 


2.0e-27 


Match length 


119 


% identity 


50 


NCBI Description 


(AL022023) beta-galactosidase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


217464 


Seq. ID 


LIB3148-011-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


174 


Hi v ct_L Lit; 


i • Uc J. O 


Match length 


39 


% identity 


85 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 




>gi_2129500_pir S52006 polygalacturonase - upland cotton 




>gi_606650 (U09717) polygalacturonase [Gossypium hirsutunf 


Seq. No. 


217465 


Seq. ID 


LIB3148-011-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2129752 


DJjriO 1 bUUic 


JjO 


E value 


1.0e-31 


Match length 


112 


% identity 


53 


NCBI Description 


thioredoxin - Arabidopsis thaliana >gi 992964 emb CAA84 6K 




(Z35475) thioredoxin [Arabidopsis thaliana] 


Seq. No. 


217466 


Seq. ID 


LIB3148-011-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2454182 


BLAST score 


390 


E value 


8.0e-38 



30491 



® 



Match length 


101 


% identity 


76 


NCBI Description 


(U80185) pyruvate dehydrogenase El alpha subunit 




[Arabidopsis thaliana] 


Seq. No. 


217467 


Seq. ID 


LIB3148-011-Q1-K1-F10 


Method 


BLASTX 






BLAST score 


385 


E value 


3.0e-37 


Match length 


83 


% identity 


84 


NCBI Description 


(Z99708) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


217468 


Seq. ID 


LIB3148-011-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl69211 


BLAST score 


347 


R V3 1 IIP 


^ • UC -J -J 


Match length 


73 


% identity 


92 


NCBI Description 


(M902 94) ethylene-f orming enzyme [Petunia hybrida] 




>gi 445591 prf 1909343A ethylene-f orming enzyme [Pe 




hybrida] 


Seq. No. 


217469 


Seq. ID 


LIB3148-011-Q1-K1-F5 


Method 


BLASTX 


NTPRT CUT 




BLAST score 


149 


E value 


1.0e-09 


Match length 


29 


% identity 


90 


NCBI Description 


(X98861) TFIIA [Arabidopsis thaliana] 


Seq. No. 


217470 


Seq. ID 


LIB3148-011-Q1-K1-G1 


Method 


BLASTX 


INVwIDX OX 


rr^J o c;077^ 
yjo ju / / o 


BLAST score 


403 


E value 


2.0e-39 


Match length 


99 


% identity 


75 


NCBI Description 


(Y18346) gluaredoxin [Lycopersicon esculentum] 


Seq. No. 


217471 


Seq. ID 


LIB314 8-011-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2253579 


BLAST score 


168 


E value 


8.0e-12 


Match length 


60 


% identity 


63 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana] 



30492 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



217472 

LIB3148-011-Q1-K1-H12 

BLASTX 

g2500376 

466 

9.0e-47 

95 

93 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14 4 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 

217473 

LIB3148-011-Q1-K1-H4 

BLASTX 

g3659907 

431 

1.0e-42 

108 
80 

(AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 



217474 

LIB314 8-011-Q1-K1-H5 

BLASTX 

g2924512 

273 

4.0e-24 

125 
49 

(AL022023) beta-galactosidase 
thaliana] 



like protein [Arabidopsis 



217475 

LIB3148-011-Q1-K1-H6 

BLASTX 

gl335862 

628 

9.0e-66 

132 
92 

(U42608) clathrin heavy chain [Glycine max] 
217476 

LIB3148-012-Q1-K1-A12 

BLASTX 

g4510387 

310 

2.0e-28 

98 
59 

(AC007017) unknown protein [Arabidopsis thaliana] 
217477 

LIB3148-012-Q1-K1-A7 

BLASTX 

gl730843 



30493 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 

5.0e-10 

116 
13 

HYPOTHETICAL 17.1 KD PROTEIN IN SIP3-MRPL30 INTERGENIC 

REGION >gi_2131945_pir S63228 hypothetical protein YNL255c 

- yeast (Saccharomyces cerevisiae) 

>giJL255963_emb_CAA65489_ (X96722) ORF N0852 [Saccharomyces 
cerevisiae] >gi_1302303_emb_CAA96162_ (Z71531) ORF YNL255c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217478 

LIB3148-012-Q1-K1-B11 

BLASTX 

g2632105 

262 

6.0e-23 

100 
59 

(Z987 60) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426__emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217479 

LIB3148-012-Q1-K1-B12 

BLASTX 

g4544380 

149 

1.0e-09 

106 
30 

(AC006920) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217480 

LIB3148-012-Q1-K1-B2 

BLASTX 

g2497753 

325 

3.0e-30 

97 
57 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217481 

LIB3148' 

BLASTX 

g544129 

597 

4.0e-62 

131 
82 

VIGNAIN 
EP-C1) 
[Phaseo 



■012-Q1-K1-B7 



PRECURSOR (BEAN ENDOPEPTIDASE) (CYSTEINE PROTEINASE 
>gi_20994_emb_CAA44 816_ (X63102) endopeptidase 
lus vulgaris] 



30494 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217482 

LIB3148-012-Q1-K1-C1 

BLASTX 

gl076746 

530 

3.0e-54 

128 

84 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb__CAA47 94 8_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217483 

LIB3148-012-Q1-K1-C2 

BLASTX 

g2828291 

404 

2.0e-39 

129 
64 

(AL021687) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217484 

LIB3148-012-Q1-K1-D2 

BLASTX 

g2952433 

190 

1.0e-14 

95 
44 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217485 

LIB314 8-012-Q1-K1-D3 

BLASTX 

g2952433 

383 

3.0e-37 

103 
69 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217486 

LIB3148-012-Q1-K1-D7 

BLASTX 

gl079720 

314 

4.0e-29 

80 
82 

(U397 64) eukaryotic release factor 3 [Ricinus communis] 



Seq. No. 
Seq. ID 



217487 

LIB3148-012-Q1-K1-E2 



30495 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35497 

248 

3.0e-21 

48 
98 

TUBULIN BETA CHAIN (BETA-1 AND BETA- 2 ) 

>gi_84375_pir S00683 tubulin beta-1 chain - Stylonychia 

lemnae (SGC5) >gi_10159_emb_CAA29853_ (X06653) beta-1 
tubulin (AA 1 - 442) [Stylonychia lemnae] 
>gi_5784 93_emb_CAA29995_ (X06874) beta-2 tubulin (AA 1 - 
442) [Stylonychia lemnae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217488 

LIB314 8-012-Q1-K1-E4 

BLASTX 

gl25887 

217 

1.0e-17 

81 
53 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 


217489 


Seq. ID 


LIB314 8-012-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3492806 


BLAST score 


541 


E value 


2.0e-55 


Match length 


137 


% identity 


75 


NCBI Description 


(AJ225045) adventitious 




domestical 


Seq. No. 


217490 


Seq. ID 


LIB3148-012-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2935294 


BLAST score 


615 


E value 


3.0e-64 


Match length 


130 


% identity 


93 


NCBI Description 


(AF036948) phenylalanine 


Seq. No. 


217491 


Seq. ID 


LIB3148-012-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2160160 


BLAST score 


403 


E value 


2.0e-39 


Match length 


101 


% identity 


75 


NCBI Description 


(AC000132) No definition 



30496 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217492 

LIB3148-012-Q1-K1-G3 

BLASTX 

g3892714 

298 

5.0e-27 

80 
72 

(AL033545) trehalose-6-phosphate phosphatase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217493 

LIB3148-012-Q1-K1-G4 

BLASTX 

g730526 

240 

3.0e-20 

63 
73 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi__480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

217494 

LIB314 8-012-Q1-K1-G5 

BLASTX 

g82263 

181 

2.0e-13 

55 
65 

ubiquinol — cyto chrome -c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

217495 

LIB3148-012-Q1-K1-H1 

BLASTX 

g3046815 

378 

1.0e-36 

103 
69 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
217496 

LIB314 8-012-Q1-K1-H10 

BLASTX 

g3860263 

417 

5.0e-41 

138 
64 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 



217497 



30497 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-012-Q1-K1-H11 

BLASTX 

g!710587 

200 

2.0e-15 

79 
52 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_1196897 (L46848) 
ribosomal protein PO [Glycine max] 



acidic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217498 

LIB3148-012-Q1-K1-H2 

BLASTX 

g267069 

629 

7.0e-66 

121 
97 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 / ALPHA- 4 CHAIN >gi_32 018 3_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi__166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi__166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


217499 


Seq. ID 


LIB314 8-012-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


474 


E value 


1.0e-47 


Match length 


126 


% identity 


73 


NCBI Description 


(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 


Seq. No. 


217500 


Seq. ID 


LIB3148-013-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4454468 


BLAST score 


460 


E value 


4.0e-46 


Match length 


129 


% identity 


65 


NCBI Description 


(AC006234) putative NADH dehydrogenase [Arabidopsis 




thaliana] 


Seq. No. 


217501 


Seq. ID 


LIB3148-013-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


200 


E value 


7.0e-16 


Match length 


46 


% identity 


80 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


217502 


Seq. ID 


LIB314 8-013-Q1-K1-A9 


Method 


BLASTX 



30498 



NCRT GT 


rrl091 678 


BLAST score 


145 


E value 


3.0e-09 


Match length 


46 


% identity 


59 


NCBI Description 


activator-like transposable element [Pennisetum glaucum] 


Seq. No. 


217503 


Seq. ID 


LIB3148-013-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


a4325369 


BLAST score 


181 


E value 


2.0e-13 


Match length 


104 


% identity 


39 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 


Seq. No. 


217504 


Seq. ID 


LIB3148-013-Q1-K1-B7 


Method 


BLASTX 


NCRT GT 


crl 771 780 


BLAST score 


198 


E value 


2.0e-15 


Match length 


38 


% identity 


100 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


217505 


Seq. ID 


LIB314 8-013-Q1-K1-B8 


Method 


BLASTX 


NCRT GT 


y j j j*! u <j y 


BLAST score 


497 


E value 


2.0e-50 


Match length 


136 


% identity 


64 


NCBI Description 


(Y10489) putative cytochrome P450 [Glycine max] 


Seq. No. 


217506 


Seq. ID 


LIB3148-013-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


583 


E value 


2.0e-60 


Match length 


125 


% identity 


91 


NCBI Description 


ENOLASE { 2 -PHOSPHOGLYCERATE DEHYDRATASE ) 



( 2 - PHOS PHO- D-GL YCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 217507 

§eq. ID LIB3148-013-Q1-K1-C12 

Method BLASTX 

NCBI GI g2465434 

BLAST score 57 6 

E value 1.0e-59 



30499 




Match length 


127 


% identity 


85 


NCBI Description 


(AF022142) flavanone 3beta-hydroxylase [Petunia x hybrida] 


Seq. No. 


217508 


Seq. ID 


LIB314 8-013-Q1-K1-C2 


Method 


BLASTX 


JNCnl (al 


01 Q"7 CC 

goz iy / bo 


BLAST score 


689 


E value 


6.0e-73 


Match length 


131 


% identity 


99 


NCBI Description 


ACT IN 82 >gi__1498370 (U60483) actin [Solanum tuberosum] 


Seq. No. 


217509 


Seq. ID 


LIB3148-013-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g729504 


BLAST score 


276 


E value 


2.0e-24 


Match length 


67 


% identity 


76 


NCBI Description 


NARINGENIN, 2 -OXOGLUTARATE 3-DIOXYGENASE 




( FLAVONONE- 3 -HYDROXYLASE ) (FHT) >gi_32 2 4 0 8_pir S 3214 9 




naringenin 3-dioxygenase (EC 1.14.11.9) - clove pink 




>gi 322409 pir S31921 naringenin 3-dioxygenase (EC 




i.i4.n.y; ciove pinK ^gi yoi^io pir 00000/ naringenin 




3-dioxygenase (EC 1.14.11.9) - clove pink 




>gi 22675 emb CAA49839 (X70378) naringenin 3-dioxygenase 




[Dianthus caryophyllus] >gi_28807 8_emb_CAA51190_ (X72592) 




naringenin, 2-oxoglutarate 3-dioxygenase [Dianthus 




caryophyllus] 


Seq. No. 


217510 


Seq. ID 


LIB3148-013-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl871196 


BLAST score 


160 


E value 


/ . (Je-11 


Match length 


39 


% identity 


82 


NCBI Description 


(U90439) GMP kinase isolog [Arabidopsis thaliana] 




>gi__2335091 (AC002339) putative GMP kinase [Arabidopsis 




thaliana] 


Seq. No. 


217511 


Seq. ID 


LIB314 8-013-Q1-K1-C8 


Method 


BLASTN 


NCBI bl 


™ o o o i h 0 r\ 

giozl / otJ 


BLAST score 


36 


E value 


2.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217512 


Seq. ID 


LIB314 8-013-Q1-K1-D10 



30500 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g 4544443 

479 

2.0e-48 

136 
35 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

217513 

LIB3148-013-Q1-K1-D11 

BLASTX 

g3184098 

398 

6.0e-39 

135 

54 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

217514 

LIB3148-013-Q1-K1-D5 

BLASTX 

gl781348 

330 

9.0e-32 

83 

88 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217515 

LIB3148-013-Q1-K1-D8 

BLASTX 

g2245030 

290 

4.0e-26 

65 

78 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217516 

LIB3148-013-Q1-K1-D9 

BLASTN 

g467324 

35 

3.0e-10 

87 
85 

Nicotiana tabacum (clone 
217517 

LIB3148-013-Q1-K1-E10 

BLASTX 

g2431769 

263 



6.2.1) mRNA, complete cds 



30501 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-23 

112 

53 

(U62752) acidic ribosomal protein Pla [Zea mays] 
217518 

LIB314 8-013-Q1-K1-E12 

BLASTX 

g231509 

153 

1.0e-10 

36 
81 

ACTIN DEPOLYMERI Z ING FACTOR (ADF) >gi_4 19809_pir S30935 

actin-depolymerizing factor - trumpet lily 

>gi_227 48_emb_CAA78483_ (Z14110) actin depolymerizing 

factor [Lilium longif lorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217519 

LIB314 8-013-Q1-K1-E2 
BLASTX 
g3552003 
589 

3.0e-61 
110 
99 

(AF085083) alcohol dehydrogenas 
>gi_3552005 (AF085084) alcohol 
hirsutum] >gi_3552007 (AF085085 
[Gossypium hirsutum] >gi_414063 
dehydrogenase A [Gossypium hirs 
alcohol dehydrogenase A [Gossyp 
(AF090167) alcohol dehydrogenas 
>gi_4140638 (AF090168) alcohol 
hirsutum] 



e A [Gossypium hirsutum] 
dehydrogenase A [Gossypium 
) alcohol dehydrogenase A 
2 (AF090165) alcohol 
utum] >gi__4140634 (AF090166) 
ium hirsutum] >gi_414 0636 
e A [Gossypium hirsutum] 
dehydrogenase A [Gossypium 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217520 

LIB3148-013-Q1-K1-E4 

BLASTX 

g3914386 

182 

1.0e-13 

77 
48 

ALLERGEN MF1 >gi_34 4 54 90_db j_BAA32 4 35_ 
[Malassezia furfur] 



(AB011804) MF1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217521 

LIB314 8-013-Q1-K1-E9 

BLASTX 

gl871196 

169 

6.0e-12 

43 
79 

(U90439) GMP kinase isolog [Arabidopsis thaliana] 
>gi_2335091 (AC002339) putative GMP kinase [Arabidopsis 



30502 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
217522 

LIB3148-013-Q1-K1-F12 

BLASTX 

g2887288 

256 

4 .Oe-22 

108 
44 

(AJ001810) mRNA cleavage factor I 25 kDa subunit [Homo 
sapiens] 

217523 

LIB3148-013-Q1-K1-F2 

BLASTX 

g3258569 

352 

2.0e-33 

111 

69 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 

217524 

LIB3148-013-Q1-K1-F7 

BLASTX 

gl620982 

465 

1.0e-46 

97 

98 

(Y08860) 40S ribosomal protein S5 [Nicotiana 
plumbagini folia] 

217525 

LIB3148-013-Q1-K1-F9 

BLASTX 

g2789466 

149 

1.0e-09 

105 
31 

(AB008798) nuclear pore complex glycoprotein p62 
[Oncorhynchus mykiss] 

217526 

LIB3148-013-Q1-K1-G9 

BLASTX 

g3790359 

164 

2.0e-ll 

53 
55 

(AB013359) DPM2 [Rattus norvegicus] 



Seq. No. 



217527 



30503 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



LIB3148-013-Q1-K1-H4 

BLASTX 

g3924609 

153 

5.0e-10 

63 
48 

(AF0694 42) putative polyprotein of LTR transposon 
[Arabidopsis thaliana] 



217528 

LIB314 8-013-Q1-K1-H5 

BLASTX 

gl703375 

512 

4.0e-52 

99 
100 

ADP-RI BOS YLAT I ON FACTOR 1 >gi 
DcARFl [Daucus carota] 



9654 83_dbj_BAA08259_ (D45420) 



217529 

LIB314 8-014-Q1-K1-A2 

BLASTX 

g2791806 

210 

1.0e-16 

59 
66 

(AF041433) bet3 [Mus musculus] 
217530 

LIB3148-014-Q1-K1-A4 

BLASTX 

g547684 

351 

2.0e-33 

105 

70 

HEAT SHOCK PROTEIN 82 >gi_100336_pir S18865 heat shock 

protein 82 - common tobacco (fragment) 

>gi_19880_emb_CAA4 4877_ (X63195) heat shock protein 82 
[Nicotiana tabacum] 

217531 

LIB314 8-014-Q1-K1-A5 

BLASTX 

gl370166 

277 

4.0e-25 

59 

92 

(Z73932) RAB1C [Lotus japonicus] 
217532 

LIB3148-014-Q1-K1-A6 
BLASTX 



30504 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 

Match length _ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



g542050 
363 

1.0e-34 

101 
64 

catechol O-methyltransf erase (EC 
tobacco >gi_429114_emb_CAA50561_ 



2.1.1.6) 

(X71430) 



III - common 
catechol 



O-methyltransf erase [Nicotiana tabacum] 
217533 

LIB3148-014-Q1-K1-A8 

BLASTX 

g2104558 

146 

2.0e-09 

69 
38 

(AB000216) CCA3 [Rattus norvegicus] 
217534 

LIB3148-014-Q1-K1-A9 

BLASTX 

g3860249 

391 

6.0e-38 

137 

61 

(AC005824) unknown protein [Arabidopsis thaliana] 
217535 

LIB314 8-014-Q1-K1-B12 

BLASTX 

g3334261 

166 

1.0e-ll 

37 
70 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestica] 

217536 

LIB3148-014-Q1-K1-B4 

BLASTX 

g2492515 

210 

1.0e-35 

85 

98 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir S58298 ATPase - pepper (fragment) 

>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 

217537 

LIB314 8-014-Q1-K1-B9 

BLASTX 

g4322940 

358 



30505 



II • 



E value 


5.0e-34 


Match length 


131 


% identity 


39 


NCBI Description 


(AF096299) DNA-binding protein 2 [Nicotiana tabacum] 


Seq. No. 


217538 


Seq. ID 


LIB3148-014-Q1-K1-C10 


Method 


BLASTX 




rr^SQQd Q1 
y j j't 


BLAST score 


526 


E value 


9.0e-54 


Match length 


135 


% identity 


70 


NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense] 


Seq. No. 


217539 


Seq. ID 


LIB3148-014-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


al9602 


BLAST score 


38 


E value 


6.0e-12 


Match length 


58 


% identity 


91 


NCBI Description 


Malus sp. mRNA for naringenin, 2-oxoglutarate, 3-dioxygenase 


Seq. No. 


217540 


Seq. ID 


LIB314 8-014-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl67346 




A 0 


E value 


4.0e-13 


Match length 


195 


% identity 


83 


NCBI Description 


Gossypium hirsutum Lea5-A late embryogenesis-abundant 




protein (Lea5-A) gene, complete cds 


Seq. No. 


217541 


Seq. ID 


LIB3148-014-Q1-K1-C9 


Method 


BLASTX 






BLAST score 


473 


E value 


1.0e-47 


Match length 


103 


% identity 


85 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217542 


Seq. ID 


LIB314 8-014-Q1-K1-E1 


Method 


BLASTX 


NPRT (IT 




BLAST score 


279 


E value 


8.0e-25 


Match length 


84 


% identity 


57 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


217543 



30506 



Seq. ID 


LIB3148-014-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


a4490728 


BLAST score 


136 


E value 


1.0e-08 


Match length 


31 


% identity 


81 


NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 


Seq. No. 


217544 


Seq. ID 


LIB3148-014-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2760836 


DT,7\ O T 1 q rTiTf^ 




E value 


3.0e-38 


Match length 


94 


% identity 


72 


NCBI Description 


(AC003105) putative Ser/Thr protein kinase [Arabidop 




thaliana] 


Seq. No. 


217545 


Seq. ID 


LIB314 8-014-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3510339 




^3 

-> j 


E value 


4.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K3K7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


217546 


Seq. ID 


LIB3148-014-Q1-K1-F7 


Method 


BLASTX 


IN \j LJ J_ \J J. 




BLAST score 


455 


E value 


2.0e-45 


Match length 


96 


% identity 


92 


NCBI Description 


(X94995) naringenin-chalcone synthase [Juglans sp.] 


Seq. No. 


217547 


Seq. ID 


LIB3148-014-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl705826 


BLAST score 


191 


E value 


1.0e-14 


Match length 


42 


% identity 


86 


NCBI Description 


CHALCONE SYNTHASE 1 { NARINGENIN-CHALCONE SYNTHASE 1) 



>gi_437708 (M91193) chalcone synthase [Trifolium 

subterraneum] >gi_741008_prf 2006270A chalcone synthase 

[Trifolium subterraneum] 



Seq. No. 
Seq. ID 
Method 



217548 

LIB3148-014-Q1-K1-G10 
BLASTX 



30507 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



W 

gl31194 
481 

2.0e-48 
116 

80 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 
(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi 72686 pir F1SP5 
photosystem I chain V precursor - spinach 

>gi_21299_emb_CAA31524_ (X13134) PSI subunit V preprotein 

(AA -69 to 98) [Spinacia oleracea] >gi_22 6167_prf 1413236B 

photosystem I reaction center V [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217549 

LIB3148-014-Q1-K1-G2 

BLASTX 

g3128228 

543 

7.0e-56 

111 

91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217550 

LIB3148-014-Q1-K1-G6 

BLASTX 

gl362162 

296 

9.0e-27 

143 

43 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217551 

LIB3148-014-Q1-K1-H4 

BLASTX 

g3219951 

141 

1.0e-08 

42 
62 

HYPOTHETICAL 11.7 KD PROTEIN C6B12.13 IN CHROMOSOME I 
>gi_2330843_emb_CAB11073_ (Z98531) hypothetical protein 
[Schizosaccharomyces pombe] 

217552 

LIB3148-014-Q1-K1-H6 

BLASTX 

g2497543 

253 

2.0e-22 

57 

93 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S4137< 

pyruvate kinase - common tobacco >gi_4 4 4 023_emb_CAA82 62 8_ 



30508 




(Z294 92) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 


217553 


Seq. ID 


LIB314 8-014-O1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2253442 


BLAST score 


206 


E value 


3.0e-16 


Match length 


56 


% identity 


62 


NCBI Description 


(AF007784) LTCOR11 [Lavatera thuringiaca] 


Seq. No. 


217554 


OC^t J- u 


T.TR^I 4fi-f)1 S-OI -K1 -A1 


Method 


BLASTX 


NCBI GI 


g3329366 


BLAST score 


154 


E value 


3.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


(AF031243) nodule-specific protein Nlj70 [Lotus japonicus] 


Seq. No. 


217555 




X-iX-DOX^O UiJ yi S\± r\D 


Method 


BLASTX 


NCBI GI 


g3721926 


BLAST score 


333 


E value 


2.0e-31 


Match length 


74 


% identity 


91 


NCBI Description 


(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 


Seq. No. 


217556 






Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


498 


E value 


2.0e-50 


Match length 


134 


% identity 


69 


NCBI Description 


(AC004697) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


217557 






Method 


BLASTX 


NCBI GI 


g3237190 


BLAST score 


202 


E value 


7.0e-16 


Match length 


82 


% identity 


49 


NCBI Description 


(AB014760) cystein proteinase inhibitor [Cucumis sativus] 


Seq. No. 


217558 


Seq. ID 


LIB3148-015-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g 2440044 


BLAST score 


245 



30509 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-21 

45 

96 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 

217559 

LIB314 8-015-Q1-K1-C11 

BLASTX 

g2500376 

389 

1.0e-37 

79 
95 

60S RIBOSOMAL PROTEIN L34 >gi_4 26217 7_gb_AAD14 4 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 

217560 

LIB3148-015-Q1-K1-C3 

BLASTX 

gll9354 

181 

2.0e-13 

38 
92 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115__ (X58108) enolase [Lycopersicon 
esculentum] 

217561 

LIB314 8-015-Q1-K1-C5 

BLASTX 

gl345975 

170 

4.0e-12 

41 
78 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_1084421_pir JC2555 omega-3 fatty acid desaturase - 

Common tobacco (cv. SRI) >gi_5 995 92__dbj_BAA05515_ (D26509) 
microsomal omega-3 acid desaturase [Nicotiana tabacum] 

217562 

LIB3148-015-Q1-K1-C6 

BLASTX 

gl22087 

449 

9.0e-45 

107 

84 

HISTONE H3 >gi_8 184 9_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat . 

>gi_19607_emb_CAA31964__ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965__ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi 21797 emb CAA25451 



30510 



(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 


01 tc 

Z 1 / 0 DO 


Seq. ID 


LIB314 8-015-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4490705 


BLAST score 


508 


E value 


1.0e-51 


Match length 


113 


% identity 


89 


NCBI Description 


(AL035680) ribosomal protein L14-like protein [Arabidopsis 




thaliana] 


Seq. No. 


217564 


Seq. ID 


LIB3148-015-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4406763 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


131 


% identity 


34 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217565 


Seq. ID 


LIB3148-015-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2832681 


: BLAST score 


497 


E value 


2.0e-50 


Match length 


97 


% identity 


91 


NCBI Description 


(AL021712) putative protein [Arabidopsis thaliana] 


oeq. no. 


£ 1 / ODD 


Seq. ID 


LIB3148-015-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g99809 


BLAST score 


467 


E value 


6.0e-47 


Match length 


118 


% identity 


69 


NCBI Description 


gene BplO protein - rape >gi 17795 emb CAA47177 (X66608) 




Bplo [Brassica napus] 


Seq. No. 


217567 


Seq. ID 


LIB314 8-015-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3292830 


BLAST score 


148 


E value 


1.0e-09 


Match length 


36 


% identity 


83 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 



217568 



30511 



Seq. ID 


LIB3148-015-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl854386 




1 ft Q 

J. O -7 


E value 


3.0e-14 


Match length 


44 


% identity 


80 


NCBI Description 


(AB001375) similar to soluble NSF attachment protein 




vinif era] 


Seq. No. 


217569 


Seq. ID 


LIB3148-015-Q1-K1-E7 


Method 


BLASTX 


L\ \-t JD J. O JL 




BLAST score 


359 


E value 


3.0e-34 


Match length 


98 


% identity 


74 


NCBI Description 


(AF052584) CON S TANS -like protein 1 [Malus domestica] 


Seq. No. 


217570 


Seq. ID 


LIB314 8-015-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl30600 


BLAST score 


204 


E value 


2.0e-26 


Match length 


98 


% identity 


60 


NCBI Description 


ENZYMATIC POLYPROTEIN [CONTAINS: ASPARTIC PROTEASE ; 



ENDONUCLEASE; REVERSE TRANSCRIPTASE ] >gi_7 6782_pir S01283 

hypothetical protein 5 - figwort mosaic virus 
>gi_58813_emb_CAA29527_ (X06166) ORE V (AA 1-666) [Figwort 
mosaic virus] 



Seq. No. 


217571 


Seq. ID 


LIB3148-015-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


311 


E value 


1.0e-28 


Match length 


61 


% identity 


98 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


217572 


Seq. ID 


LIB3148-015-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3928090 


BLAST score 


254 


E value 


6.0e-22 


Match length 


98 


% identity 


28 


NCBI Description 


(AC005770) putative MTN3 protein [Arabidopsis 


Seq. No. 


217573 


Seq. ID 


LIB3148-015-Q1-K1-F6 


Method 


BLASTX 



30512 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212879 
245 

6.0e-21 

59 
76 

(AC004005) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217574 

LIB3148-015-Q1-K1-F7 

BLASTX 

g533256 

319 

2.0e-29 

125 

50 

(L27101) pectinesterase [Petunia inflata] 
217575 

LIB314 8-015-Q1-K1-F8 

BLASTX 

g4105772 

358 

4.0e-34 

86 

40 

(AF049917) PGP9B [Petunia x hybrida] 
217576 

LIB3148-015-Q1-K1-F9 

BLASTX 

g3522943 

247 

4.0e-21 

71 

34 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
217577 

LIB314 8-015-Q1-K1-H10 

BLASTX 

g4220529 

237 

4.0e-20 

70 

70 

(AL035356) putative protein [Arabidopsis thaliana] 
217578 

LIB314 8-015-Q1-K1-H3 

BLASTX 

g3915096 

530 

3.0e-55 

128 
81 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 



30513 




4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1574976 (U47293) trans-cinnamate 4-hydroxylase [Populus 
tremuloides] 



Seq. No. 


217579 


Seq. ID 


LIB3148-015-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2980795 


BLAST score 


274 


E value 


2.0e-24 


Match length 


59 


% identity 


86 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


21 /ooU 


Seq. ID 


LIB3148-015-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl217627 


BLAST score 


123 


E value 


9.0e-63 


Match length 


296 


% identity 


94 


NCBI Description 


G.hinsutum mRNA for stearoyl-acyl-carrier protein 




desaturase 


Seq. No. 


217581 


Seq. ID 


LIB314 8-015-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2739000 


BLAST score 


201 


E value 


7.0e-16 


Match length 


59 


% identity 


66 


NCBI Description 


(AF022459) CYP71D10p [Glycine max] 


Seq. No. 


217582 


Seq. ID 


LIB314 8-016-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g2244733 


BLAST score 


57 


E value 


3.0e-23 


Match length 


112 


% identity 


91 


NCBI Description 


Cotton mRNA for actin, clone CF456, partial cds 


Seq. No. 


217583 


Seq. ID 


LIB3148-016-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


494 


E value 


5.0e-50 


Match length 


105 


% identity 


90 


NCBI Description 


(AF091455) translationally controlled tumor protei 




brasiliensis ] 


Seq. No. 


217584 



30514 



Seq. ID 


LIB3148-016-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g289920 


DJ_iiT.O 1 aouic 


7 9 6 


E value 


3.0e-77 


Match length 


136 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gos; 




hirsutum] 


Seq. No. 


217585 


Seq. ID 


LIB3148-016-Q1-K1-B4 


Method 


BLASTN 


MpDT (ZT 


yiou jo 


BLAST score 


72 


E value 


1.0e-32 


Match length 


104 


% identity 


92 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


217586 


Seq. ID 


LIB3148-016-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2687442 


DijriO 1 OUUIt; 


o o 


E value 


4.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Mitella pentandra large subunit 2 6S ribosomal 




partial sequence 


Seq. No. 


217587 


Seq. ID 


LIB3148-016-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2244979 


JDJjrio 1 bOOIc 


9 n ^ 


E value 


6.0e-16 


Match length 


66 


% identity 


62 


NCBI Description 


(Z97340) similarity to enoyl-CoA hydratase [A: 




thaliana] 


Seq. No. 


217588 


Seq. ID 


LIB314 8-016-Q1-K1-C4 


Method 


BLASTN 


LN \s 5D J_ \J± 


y jo^i /ou 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217589 


Seq. ID 


LIB314 8-016-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 



30515 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-ll 

38 
61 

Xenopus laevis cDNA clone 27A6-1 
217590 

LIB3148-016-Q1-K1-C6 

BLASTX 

g320585 

451 

5.0e-45 

89 
89 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi_170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi_1762586 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 

217591 

LIB3148-016-Q1-K1-C7 

BLASTX 

g3914442 

292 

2.0e-26 

60 
92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

217592 

LIB314 8-016-Q1-K1-C8 

BLASTX 

g3264769 

532 

1.0e-54 

121 
41 

(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



217593 

LIB3148-016-Q1-K1-C9 

BLASTX 

g585963 

246 

6.0e-21 

69 
75 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 
217594 

LIB314 8-016-Q1-K1-D6 

BLASTX 

g4512679 

352 



30516 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-33 

88 

77 

(AC006931) putative 60S ribosomal protein L11B [Arabidopsis 
thaliana] 

217595 

LIB314 8-016-Q1-K1-D8 

BLASTX 

g464987 

559 

9.0e-58 

107 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi__297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

217596 

LIB3148-016-Q1-K1-D9 

BLASTX 

g2565275 

193 

1.0e-14 

55 
78 

(AF023611) Dimlp homolog [Homo sapiens] 
217597 

LIB3148-016-Q1-K1-E11 

BLASTX 

gl619602 

310 

1.0e-28 

98 
62 

(Y08726) MtN3 [Medicago truncatula] 
217598 

LIB3148-016-Q1-K1-E4 

BLASTX 

g2829275 

499 

1.0e-50 

103 
86 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL04 9525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



30517 



II 



Seq. No. 


217599 


Seq. ID 


LIB3148-016-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl2474 


BLAST score 


67 


E value 


3.0e-29 


Match length 


95 


% identity 


93 


NCBI Description 


Zea mays chloroplast 


Seq. No. 


217600 


Seq. ID 


LIB3148-016-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g465820 


BLAST score 


373 


E value 


5.0e-36 


Match length 


106 


% identity 


63 


NCBI Description 


HYPOTHETICAL 18.5 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN C4 0H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_387 4 819_emb_CAA7 9557__ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 

217601 

LIB3148-016-Q1-K1-F5 

BLASTX 

g3123745 

329 

9.0e-31 

119 

50 

(AB013447) aluminum-induced [Brassica napus] 
217602 

LIB314 8-016-Q1-K1-F6 

BLASTX 

gl36452 

146 

2.0e-09 

51 

47 

STEM-SPECIFIC PROTEIN TSJT1 >gi_10 0383_pir S13551 

stem-specific protein - common tobacco 

>gi_20037_emb_CAA36525_ (X52283) stem specific, weakly 
expressed in other organs [Nicotiana tabacum] 

217603 

LIB3148-016-Q1-K1-F9 

BLASTX 

g3688123 

430 

1.0e-42 

102 
78 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 



30518 




Seq. No. 


217604 


Seq. ID 


LIB3148-016-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


a3786001 


BLAST score 


378 


E value 


2.0e-36 


Match length 


96 


% identity 


75 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217605 


Seq. ID 


LIB3148-016-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2129834 


BLAST score 


150 


£Lj VdlUc 


-} no— i n 
o • u t= j. u 


Match length 


43 


% identity 


63 


NCBI Description 


low molecular weight heat shock protein precursor (clone 




Hsp22.3) - soybean >gi_710434 (U21723) Hsp22.3 [Glycine 




max] 


Seq. No. 


217606 


Seq. ID 


LIB3148-016-Q1-K1-G3 


Method 


BLASTX 




y ju jooui 


BLAST score 


493 


E value 


6.0e-50 


Match length 


112 


% identity 


85 


NCBI Description 


(AC004255) T1F9.22 [Arabidopsis thaliana] 


Seq. No. 


217607 


Seq. ID 


LIB3148-016-Q1-K1-G5 


Method 


BLASTX 


J.N U J_ \-3 _L 




BLAST score 


198 


E value 


2.0e-15 


Match length 


46 


% identity 


76 


NCBI Description 


(AL035539) putative pectinesterase [Arabidopsis thaliana] 


Seq. No. 


217608 


Seq. ID 


LIB3148-016-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3879734 


BLAST score 


165 


E value 


2.0e-ll 






% identity 


35 


NCBI Description 


(Z93388) predicted using Genefinder; cDNA EST EMBL:D70912 




comes from this gene; cDNA EST EMBL:D73452 comes from thi; 




gene; cDNA EST EMBL:D71574 comes from this gene; cDNA EST 




EMBL:D74229 comes from this gene; cDNA EST EMBL: D727 


Seq. No. 


217609 


Seq. ID 


LIB314 8-016-Q1-K1-G8 



30519 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3986119 

582 

2.0e-60 

127 

84 

(ABO 13101) 1-aminocyclopropane-l-carboxylate oxidase 
[Lycopersicon esculentum] 

217610 

LIB3148-016-Q1-K1-G9 

BLASTX 

g3377797 

261 

1.0e-22 

55 
98 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

217611 

LIB314 8-016-Q1-K1-H10 

BLASTX 

g2118222 

242 

1.0e-20 

70 
73 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P4 ) - Arabidopsis thaliana >gi_926935 (L44584) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217612 

LIB3148-016-Q1-K1-H12 

BLASTX 

g2924781 

434 

5.0e-43 

122 
70 

(AC002334) 
thaliana] 



putative cellulose synthase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217613 

LIB3148-016-Q1-K1-H3 

BLASTX 

g2829204 

355 

9.0e-34 

120 
55 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



30520 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217614 

LIB3148-016-Q1-K1-H9 

BLASTX 

g4580389 

200 

1.0e-15 

107 
42 

(AC007171) unknown protein [Arabidopsis thaliana] 
217615 

LIB3148-017-Q1-K1-A10 

BLASTX 

g4455192 

250 

2.0e-21 

132 
48 

(AL035440) putative protein [Arabidopsis thaliana] 
217616 

LIB3148-017-Q1-K1-A2 

BLASTX 

g2583130 

95 

8.0e-09 

88 
41 

(AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217617 

LIB3148-017-Q1-K1-A4 

BLASTX 

g2765240 

209 

1.0e-16 

119 

39 

(Y12805) invertase inhibitor [Nicotiana tabacum] 
217618 

LIB3148-017-Q1-K1-A5 

BLASTX 

g2160322 

395 

2.0e-38 

96 
78 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



217619 

LIB3148-017-Q1-KIL-A7 

BLASTN 

g3821780 



30521 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

2.0e-09 

37 
97 

Xenopus laevis cDNA clone 27A6-1 
217620 

LIB3148-017-Q1-K1-A8 

BLASTX 

gl800147 

290 

4.0e-26 

85 
68 

(U83655) membrane associated protein [Arabidopsis thaliana] 
217621 

LIB3148-017-Q1-K1-B10 

BLASTX 

g4127456 

160 

6.0e-ll 

34 
91 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
217622 

LIB3148-017-Q1-K1-B11 

BLASTX 

g4545262 

159 

9.0e-ll 

44 
64 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

217623 

LIB3148-017-Q1-K1-B3 

BLASTX 

g4262250 

502 

6.0e-51 

105 
90 

(AC006200) putative aldolase [Arabidopsis thaliana] 
217624 

LIB314 8-017-Q1-K1-B5 

BLASTX 

g4454032 

391 

5.0e-38 

108 

73 

(AL035394) putative protein [Arabidopsis thaliana] 



30522 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217625 

LIB3148-017-Q1-K1-B9 

BLASTX 

g2062169 

204 

2.0e-16 

75 
45 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217626 

LIB3148-017-Q1-K1-C1 

BLASTX 

g3879792 

178 

6.0e-13 

83 
49 

(Z81120) similar to Ank repeat; cDNA EST yk400cl2.5 comes 
from this gene; cDNA EST EMBL:D75223 comes from this gene; 
cDNA EST yk400cl2.3 comes from this gene [Caenorhabditis 
elegans] 

217627 

LIB3148-017-Q1-K1-C11 

BLASTX 

g4539301 

407 

8.0e-40 

136 
61 

(AL04 9480) putative mitochondrial protein [Arabidopsis 
thaliana] 

217628 

LIB3148-017-Q1-K1-C2 

BLASTX 

g3860321 

359 

6.0e-42 

134 

63 

(AJ012687) beta-galactosidase [Cicer arietinum] 
217629 

LIB3148-017-Q1-K1-C3 

BLASTX 

g2583130 

144 

6.0e-09 

125 
30 

(AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 



217630 



30523 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-017-Q1-K1-D10 

BLASTN 

g606651 

139 

1.0e-72 

179 
95 

Gossypium barbadense polygalacturonase gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217631 

LIB3148-017-Q1-K1-D12 

BLASTX 

g2245107 

257 

3.0e-22 

120 

23 

(Z97343) thioesterase homolog [Arabidopsis thaliana] 
217632 

LIB3148-017-Q1-K1-D2 

BLASTX 

g4027897 

534 

1.0e-54 

134 
75 

(AF04 9353) alpha-expansin precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217633 

LIB314 8-017-Q1-K1-D8 

BLASTX 

gl076809 

539 

2.0e-55 

126 

83 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217634 

LIB3148-017-Q1-K1-E3 

BLASTX 

g4102861 

650 

3.0e-68 

134 

88 

(AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



217635 

LIB314 8-017-Q1-K1-E6 

BLASTX 

g3668118 

345 



30524 



E value 


1.0e-53 




Match length 


136 




% identity 


78 




NCBI Description 


(AJ224078) hypothetical protein [Brassica napus] 




Seq. No. 


217636 




Seq. ID 


LIB3148-017-Q1-K1-E7 




Method 


BLASTX 






y <± j j yuuy 




BLAST score 


153 




E value 


4.0e-10 




Match length 


49 




% identity 


55 




NCBI Description 


(AL049481) putative protein kinase [Arabidopsis 


thaliana] 


Seq. No. 


217637 




Seq. ID 


LIB3148-017-Q1-K1-E8 




Method 


BLASTN 




NCBI GI 


g4519193 




DT TV C T 1 onnro 
ID .brio 1 bCUIc 






E value 


2.0e-09 




Match length 


62 




% identity 


89 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 


PI clone: 




MDC11, complete sequence 




Seq. No. 


217638 




Seq. ID 


LIB314 8-017 -Q1-K1-F2 




Method 


BLASTX 




NCBI GI 


g2760606 




BLAST score 


611 




E value 


1.0e-63 




Match length 


129 





% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_30Q4869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 

217639 

LIB3148-017-Q1-K1-F6 

BLASTX 

g2194136 

152 

4.0e-13 

99 
48 

(AC002062) Strong similarity to Zea mays retrotransposon 
Hopscotch polyprotein (gb__U12626) . [Arabidopsis thaliana] 

217640 

LIB3148-017-Q1-K1-F7 

BLASTX 

g4455207 

435 



30525 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-43 

91 

91 

(AL035440) 



ubiquitin-like protein [Arabidopsis thaliana] 



217641 

LIB3148-017-Q1-K1-F8 

BLASTN 

g2558943 

144 

2.0e-75 

171 

97 

Gossypium hirsutum histone 3 



mRNA, complete cds 



217642 

LIB314 8-017-Q1-K1-G1 

BLASTX 

g2832406 

145 

4.0e-09 

67 

57 

(Y14208) R2R3-MYB transcription factor [Arabidopsis 
thaliana] 

217643 

LIB3148-017-Q1-K1-G10 

BLASTX 

g3122357 

221 

5.0e-18 

57 
70 

PUTATIVE LI POATE- PROTEIN LIGASE B (LIPOATE BIOSYNTHESIS 
PROTEIN B) >gi__24 94127 (AC002376) Contains similarity to 
Mycobacterium LIPB gene (gb_Q104041) . [Arabidopsis 
thaliana] 

217644 

LIB3148-017-Q1-K1-G7 

BLASTX 

g3885328 

207 

1.0e-16 

57 
60 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

217645 

LIB3148-017-Q1-K1-G9 

BLASTX 

g3941512 

168 

3.0e-12 

31 



30526 



% identity 

NCBI Description 



97 

(AF062910) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



217646 

LIB3148-017-Q1-K1-H12 

BLASTX 

gl702983 

254 

5.0e-22 

95 

53 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi__99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA3667 6_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

217647 

LIB3148-017-Q1-K1-H8 

BLASTX 

g2493694 

214 

3.0e-17 

101 

47 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_107 62 68_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



217648 

LIB3148-018-Q1-K1-A2 

BLASTX 

g2213610 

142 

1.0e-08 

120 
22 

(AC000103) F21J9.4 [Arabidopsis thaliana] 
217649 

LIB3148-018-Q1-K1-A3 

BLASTX 

g4090884 

410 

9.0e-53 

132 
74 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

217650 

LIB3148-018-Q1-K1-A8 

BLASTX 

g4154352 

238 



30527 



E value 


6.0e-20 


Match length 


130 


% identity 


42 


NCBI Description 


(AF110333) PrMC3 [Pinus radiata] 


Seq. No. 


217651 


Seq. ID 


LIB3148-018-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3924613 


BLAST score 


101 


E value 




Match length 


74 


% identity 


45 


NCBI Description 


(AF069442) hypothetical protein 




>gi_42 63512_gb__AAD15338_ (AC0040 




[Arabidopsis thaliana] 


Seq. No. 


217652 


Seq. ID 


LIB3148-018-Q1-K1-B11 


Method 


BLASTX 




y ± _/U j U -J f± 


BLAST score 


339 


E value 


8.0e-32 


Match length 


97 


% identity 


66 


NCBI Description 


(X94625) amp-binding protein [Br 


Seq. No. 


217653 


Seq. ID 


LIB314 8-018-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3914359 


BLAST score 


411 


E value 




Match length 


87 


% identity 


86 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR (PLD) 




(PHOSPHATIDYLCHOLINE-HYDROLYZING 




>gi_1928979 (U92656) phospholipa 


Seq. No. 


217654 


Seq. ID 


LIB314 8-018-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4510363 


dLiAo i score 


DOZ 


E value 


5.0e-72 


Match length 


144 


% identity 


88 


NCBI Description 


(AC007017) putative DNA-binding 




thaliana] 


Seq. No. 


217655 


Seq. ID 


LIB3148-018-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


402 


E value 


2.0e-39 


Match length 


79 



(CHOLINE PHOSPHATASE) 



30528 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L27A >gi__2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>giJL107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

217656 

LIB3148-018-Q1-K1-C11 

BLASTX 

g4193950 

389 

1.0e-37 

115 

62 

(AF110519) ethylene-inducible CTRl-like protein kinase; 
ethylene and fruit ripening inducible CTRl-like protein 
kinase; TCTRlv [Lycopersicon esculentum] 

217657 

LIB314 8-018-Q1-K1-C6 

BLASTX 

g4432821 

176 

1.0e-12 

122 
36 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 

217658 

LIB3148-018-Q1-K1-C7 

BLASTX 

gl710530 

666 

4.0e-70 

134 

89 

60S RIBOSQMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

217659 

LIB314 8-018-Q1-K1-D12 

BLASTX 

g3065835 

351 

3.0e-33 

97 
73 

(AF058800) putative methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217660 

LIB314 8-018-Q1-K1-D7 

BLASTX 

g3355474 



30529 



o 



BLAST score 


610 


E value 


1.0e-63 


Match length 


125 


% identity 


91 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217661 


Seq. ID 


LIB314 8-018-Q1-K1-E10 


Method 


BLASTX 




rrl 61 Q6f)9 
y lui jout 


BLAST score 


390 


E value 


7.0e-38 


Match length 


131 


% identity 


35 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


217662 


Seq. ID 


LIB3148-018-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3738287 


oJj/io i score 


9 n q 

£ u y 


E value 


1.0e-16 


Match length 


65 


% identity 


60 


NCBI Description 


(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 




thaliana] 


Seq. No. 


217663 


Seq. ID 


LIB3148-018-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl705826 


BLAST score 


199 


E value 


1.0e-15 


Match length 


A 1 

4 1 


% identity 


90 


NCBI Description 


CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 




>gi 437708 (M91193) chalcone synthase [Trifolium 




subterraneum] >gi_741008_prf 2006270A chalcone synthase 




[Trifolium subterraneum] 


Seq. No. 


217664 


Seq. ID 


LIB3148-018-Q1-K1-F10 


Method 


BLASTN 


IN U £5 1 bl 


^'jqoi n on 


BLAST score 


37 


E value 


5.0e-12 


Match length 


49 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217665 


Seq. ID 


LIB3148-018-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl076511 


BLAST score 


454 


E value 


3.0e-45 


Match length 


112 



30530 



% identity 

NCBI Description 



79 

H+-transporting ATPase {EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 



Seq. No. 


217666 




Seq. ID 


LIB3148-018-Q1-K1- 


-F5 


Method 


BLASTX 




NCBI GI 


g3192881 




BLAST score 


225 




E value 


1.0e-18 




Match length 


48 




% identity 


88 




NCBI Description 


(AF068834) starch 


synthase [Ipomoea batatas] 


Seq. No. 


217667 




Seq. ID 


LIB3148-018-Q1-K1- 


-F7 


Method 


BLASTX 




NCBI GI 


gl911765 




BLAST score 


400 




E value 


5.0e-39 




Match length 


135 




% identity 


53 




NCBI Description 


(S83359) iEP4=42.< 


5-kda elicitor-induced glycoprotein/EP4 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



homolog/ENOD8 homolog [carrots, Peptide, 391 aa] [Daucus 
carota] >gi_4204870 (U56392) iEP4 [Daucus carota] 

217668 

LIB314 8-018-Q1-K1-G12 

BLASTX 

g400992 

371 

1.0e-35 

117 

64 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR (CL28) 

>gi_27 9656_pir R5NT28 ribosomal protein L28 precursor, 

chloroplast - tobacco >gi_20016_emb_CAA4 8211_ (X68078) 
ribosomal protein CL28 [Nicotiana tabacum] 

217669 

LIB3148-018-Q1-K1-G9 

BLASTX 

gl617270 

204 

3.0e-16 

44 
89 

(X94624) acyl-CoA synthetase [Brassica napus] 
217670 

LIB314 8-018-Q1-K1-H4 

BLASTX 

g4097915 

157 

2.0e-10 

116 
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% identity 


33 


NCBI Description 


(U72147) unknown [Anabaena sp. CA] 


Seq. No. 


217671 


Seq. ID 


LIB3148-018-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl076715 


BLAST score 


Z ID 


E value 


2.0e-24 


Match length 


88 


% identity 


53 


NCBI Description 


abscisic acid-induced protein HVA22 




(L19119) A22 [Hordeum vulgare] 


Seq. No. 


217672 


Seq. ID 


LIB3148-018-Q1-K1-H6 


Method 


BLASTN 




gz z> z 4 z o / 


BLAST score 


85 


E value 


1.0e-40 


Match length 


97 


% identity 


48 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


217673 


Seq. ID 


LIB3148-018-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4090533 


BLAST score 


609 


E value 


2.0e-63 


Match length 


128 


% identity 


88 


NCBI Description 


(U68215) ACC oxidase [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217674 

LIB3148-019-Q1-K1-A10 

BLASTX 

gl730621 

271 

4.0e-24 

92 
58 

HYPOTHETICAL 48.1 KD PROTEIN IN TUB1-CPR3 INTERGENIC REGION 

>gi_630106jpir S48817 hypothetical protein YML079w - yeast 

(Saccharomyces cerevisiae) >gi_587531_emb_CAA8 64 98_ 
(Z46373) orf, len: 423, CAI: 0.18, 27.4% identity in 307 aa 
overlap with S36201 S36201 hypothetical protein 1 - 
Rhizobium leguminosarum [Saccharomyces cerevisiae] 



Seq. No. 217675 

Seq. ID LIB3148-019-Q1-K1-A11 

Method BLASTX 

NCBI GI g3832512 

BLAST score 2 96 

E value 8.0e-27 

Match length 67 

% identity 85 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF097922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 

217676 

LIB314 8-019-Q1-K1-A12 

BLASTX 

g3128194 

145 

2.0e-09 



45 

(AC004521) 
thaliana] 



putative heme A: f arnesyltransf erase [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217677 

LIB3148-019-Q1-K1-A2 

BLASTX 

g2924784 

155 

2.0e-10 

68 

41 

(AC002334) similar to jasmonate inducible protein 
(Arabidopsis thaliana] 

217678 

LIB314 8-019-Q1-K1-A4 

BLASTX 

gl705678 

230 

4 .Oe-19 
51 

90 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

217679 

LIB3148-019-Q1-K1-A6 

BLASTX 

g3885884 

286 

8.0e-26 

59 
92 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
217680 

LIB3148-019-Q1-K1-B6 

BLASTX 

g4432846 

281 

5.0e-25 

104 

56 

(AC006283) unknown protein [Arabidopsis thaliana] 



30533 



Seq. No. 


217681 


Seq. ID 


LIB3148-019-Q1-K1-B7 


Method 


BLASTX 


Nbbi bl 


g^z l ooo o 


BLAST score 


217 


E value 


1.0e-17 


Match length 


94 


% identity 


46 


NCBI Description 


(Z97052) hypothetical protein [Schizosaccharomyces pomb< 


Seq. No. 


217682 


Seq. ID 


LIB3148-019-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g99752 


BLAST score 


O f 1 

ZD/ 


E value 


5.0e-35 


Match length 


117 


% identity 


76 


NCBI Description 


protochlorophyllide reductase (EC 1.3.1.33) precursor - 




Arabidopsis thaliana 


Seq. No. 


217683 


Seq. ID 


LIB314 8-019-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2760362 


BLAST score 


loi 


E value 


1.0e-10 


Match length 


51 


% identity 


65 


NCBI Description 


(AF016511) 15.9 kDa subunit of RNA polymerase II 




[Arabidopsis thaliana] 


Seq. No. 


217684 


Seq. ID 


LIB314 8-019-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g37o7 dz 1 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


97 


% identity 


36 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217685 


Seq. ID 


LIB314 8-019-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3334299 


BLAST score 


571 


E value 


4 . Oe-59 


Match length 


117 


% identity 


92 


NCBI Description 


PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 




COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA74725_ (Y1433 




proteasome alpha subunit [Lycopersicon esculentum] 


Seq. No. 


217686 


Seq. ID 


LIB314 8-019-Q1-K1-C9 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4249409 
250 

2.0e-21 

119 

45 

(AC006072) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217687 

LIB3148-019-Q1-K1-D1 

BLASTX 

gl31754 

183 

1.0e-13 

87 
41 

PPLZ02 PROTEIN >gi_9997 3_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507_emb_CAA36069_ 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 

polyphyllus] 

217688 

LIB3148-019-Q1-K1-D10 

BLASTX 

g4510389 

372 

9.0e-36 

132 
62 

(AC007017) putative solute carrier protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



217689 

LIB314 8-019-Q1-K1-D11 

BLASTX 

g2275196 

193 

2.0e-15 

52 

83 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

217690 

LIB3148-019-Q1-K1-D9 

BLASTX 

g4490737 

234 

1.0e-19 

68 
74 

(AL035708) putative protein [Arabidopsis thaliana] 
217691 

LIB3148-019-Q1-K1-E10 

BLAST N 

g3821780 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
217692 

LIB3148-019-Q1-K1-E11 

BLASTX 

gl362086 

219 

2.0e-18 

60 
77 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus ] 





Seq. No. 


217693 




Seq. ID 


LIB3148-019-Q1-K1-E12 


ri 


Method 


BLASTX 




NCBI GI 


g4538965 




BLAST score 


251 


y ^ 


E value 


1.0e-21 


s 


Match length 


64 




% identity 


64 




NCBI Description 


(AL049488) hypothetical protein [Arabidopsis thaliana; 




Seq. No. 


217694 




Seq. ID 


LIB3148-019-Q1-K1-E6 




Method 


BLASTX 




NCBI GI 


g2262100 




BLAST score 


405 




E value 


1.0e-39 




Match length 


93 




% identity 


83 




NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 




Seq. No. 


217695 




Seq. ID 


LIB3148-019-Q1-K1-F10 




Method 


BLASTX 




NCBI GI 


gl00335 




BLAST score 


542 




E value 


1.0e-55 




Match length 


133 




% identity 


77 




NCBI Description 


heat shock protein 70 - common tobacco (fragment) 




>gi 19878 emb CAA44820_ (X63106) heat shock protein 7 






[Nicotiana tabacum] 




Seq. No. 


217696 




Seq. ID 


LIB3148-019-Q1-K1-F11 




Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4417289 
289 

4.0e-26 

81 

65 

(AC007019) unknown protein [Arabidopsis thaliana] 
217697 

LIB3148-019-Q1-K1-G4 

BLASTX 

g2388689 

394 

3.0e-38 

97 

77 

(AF016633) GH1 protein [Glycine max] 
217698 

LIB3148-019-Q1-K1-G9 

BLASTX 

g2662415 

147 

2.0e-09 

53 
49 

(U97494) metallothionein-like protein [Prunus armeniaca] 
217699 

LIB314 8-019-Q1-K1-H1 

BLASTX 

g3334157 

406 

1.0e-39 

82 
95 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_1220142_emb_CAA59468_ (X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217700 

LIB3148-019-Q1-K1-H12 

BLASTX 

g3885515 

240 

1.0e-20 

46 

96 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



217701 

LIB3148-019-Q1-K1-H2 

BLASTX 

g2765244 

348 

7.0e-33 
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Match length 

% identity 

NCBI Description 



129 
51 

(Y12807) invertase inhibitor homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217702 

LIB3148-019-Q1-K1-H4 

BLASTX 

gl345785 

697 

8.0e-74 

137 

98 

CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 
>gi__567935_dbj_BAA05640_ (D26593) chalcone synthase 
[Camellia sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217703 

LIB3148-019-Q1-K1-H6 

BLASTX 

g3319882 

458 

5.0e-46 

99 

89 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 


217704 


Seq. ID 


LIB3148-020-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


258 


E value 


6.0e-23 


Match length 


69 


% identity 


70 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 


Seq. No. 


217705 


Seq. ID 


LIB3148-020-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


2.0e-09 


Match length 


33 


% identity 


58 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217706 

LIB3148-020-Q1-K1-A7 

BLASTX 

g2463509 

216 

2.0e-17 

87 
51 

(Y09541) pectate lyase 



[Zinnia elegans] 



30538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217707 

LIB3148-020-Q1-K1-A8 

BLASTX 

g2129772 

368 

1.0e-35 

82 
83 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217708 

LIB3148-020-Q1-K1-B1 

BLASTN 

g3449312 

36 

9.0e-ll 

40 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 


217709 


Seq. ID 


LIB3148-020-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g286001 


BLAST score 


169 


E value 


5.0e-12 


Match length 


118 


% identity 


32 


NCBI Description 


(D13630) KIAA0005 [Homo 


Seq. No. 


217710 


Seq. ID 


LIB3148-020-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3702339 


BLAST score 


238 


E value 


3.0e-20 


Match length 


101 


% identity 


49 


NCBI Description 


(AC005397) unknown prot 


Seq. No. 


217711 


Seq. ID 


LIB3148-020-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3859609 


BLAST score 


453 


E value 


2.0e-45 


Match length 


114 


% identity 


75 


NCBI Description 


(AF104919) Arabidopsis 




[Arabidopsis thaliana] 


Seq. No. 


217712 


Seq. ID 


LIB3148-020-Q1-K1-B8 


Method 


BLASTX 
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NCBI GI 


gll4093 


bLAbi score 




E value 


2.0e-33 


Match length 


69 


% identity 


94 


NCBI Description 


RAS-RELATED PROTEIN ARA-5 >gi_217841_dbj_BAA00832_ 


small GTP-binding protein [Arabidopsis thaliana] 


Seq. No. 


217713 


Seq. ID 


LIB3148-020-Q1-K1-C1 


Method 


BLASTX 


NLdI bl 


gz o o y i d o 


BLAST score 


267 


E value 


2.0e-23 


Match length 


52 


% identity 


96 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


217714 


Seq. ID 


LIB3148-020-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3128168 


dLjAoI score 


*± 0 ± 


E value 


5.0e-45 


Match length 


111 


% identity 


68 

(AC004521) putative carboxyl-terminal peptidase 


NCBI Description 




[Arabidopsis thaliana] 


Seq. No. 


217715 


Seq. ID 


LIB3148-020-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2244847 


bLAbi score 


z *± y 


E value 


2.0e-21 


Match length 


124 


% identity 


51 


NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 




[Arabidopsis thaliana] 


Seq. No. 


217716 


Seq. ID 


LIB314 8-020-Q1-K1-D3 


Method 


BLASTX 


NbrSl bl 


g4 DDyooQ 


BLAST score 


219 


E value 


8.0e-18 


Match length 


102 


% identity 


38 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217717 


Seq. ID 


LIB3148-020-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl771778 


BLAST score 


409 


E value 


2.0e-40 


Match length 


84 



30540 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 

217718 

LIB3148-020-Q1-K1-D5 

BLASTX 

g485742 

269 

4.0e-24 

61 

87 

(L32791) pyrophosphatase [Beta vulgaris] 
217719 

LIB3148-020-Q1-K1-D9 

BLASTX 

g2245066 

307 

4.0e-28 

131 

44 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
217720 

LIB3148-020-Q1-K1-E1 

BLASTX 

g4102727 

144 

4 .Oe-09 

75 

43 

(AF015782) blight-associated protein pl2 precursor [Citrus 
j ambhiri] 

217721 

LIB3148-020-Q1-K1-E11 

BLASTX 

g2244993 

262 

8.0e-23 

103 

52 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

217722 

LIB3148-020-Q1-K1-E12 

BLASTX 

g2288981 

345 

1.0e-32 

116 

40 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 
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Seq. No. 


217723 


Seq. ID 


LIB3148-020-Q1-K1-E2 




OJ-jriO 1 A 


NCBI GI 


glll7821 


BLAST score 


232 


E value 


2.0e-19 


Match length 


99 


% identity 


49 


NCBI Description 


(U31454) MNG10 [Manduca sexta] 


Seq. No. 


217724 


Seq. ID 


LIB3148-020-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g629602 


dJjAoI score 




E value 


7.0e-33 


Match length 


115 


% identity 


60 


NCBI Description 


probable imbibition protein - 




>gi__488787_emb_CAA558 93_ (X793 




protein [Brassica oleracea] 


Seq. No. 


217725 


Seq. ID 


LIB3148-020-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4093157 


BLAST score 


136 


E value 


1.0e-08 


Match length 


62 



% identity 

NCBI Description 



48 

(AF087 936) phytochrome-associated protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217726 

LIB3148-020-Q1-K1-E9 

BLASTN 

g3600062 

34 

1.0e-09 

172 

83 

Arabidopsis thaliana BAC T25C13 
217727 

LIB3148-020-Q1-K1-F1 

BLASTX 

gl363492 

206 

3.0e-16 

43 

88 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217728 

LIB3148-020-Q1-K1-F11 

BLASTX 

g4090884 

197 

3.0e-15 

63 

63 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 



217729 

LIB3148-020-Q1-K1-G10 

BLASTX 

gl02290 

186 

4.0e-14 

36 
100 

histone H4.2 - slime mold 
>g i_l 18393 5_emb_CAA3 3 2 3 9_ 
polycephalum] 



(Physarum polycephalum) 
(X15141) histone H42 [Physarum 



217730 

LIB3148-020-Q1-K1-G2 

BLASTX 

g322750 

535 

6.0e-55 

105 

100 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

217731 

LIB314 8-020-Q1-K1-G3 

BLASTX 

gll73187 

497 

2.0e-50 

101 

94 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

217732 

LIB314 8-020-Q1-K1-G4 

BLASTX 

g441457 

237 

2.0e-20 

47 

91 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 



30543 



esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217733 

LIB3148-020-Q1-K1-G5 

BLASTX 

g2739383 

270 

8.0e-24 

71 
79 

(AC002505) unknown protein [Arabidopsis thaliana] 
217734 

LIB3148-020-Q1-K1-G8 

BLASTX 

g3914535 

356 

7.0e-34 

80 
81 

60S RIBOSOMAL PROTEIN L13A >gi_27 91948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217735 

LIB3148-020-Q1-K1-H1 

BLASTX 

g4510395 

358 

5.0e-34 

105 
66 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

217736 

LIB3148-020-Q1-K1-H11 

BLASTX 

gl702983 

356 

7.0e-34 

111 

59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

217737 

LIB3148-020-Q1-K1-H6 

BLASTX 

g3298547 

290 

3.0e-26 

70 

71 

(AC004 681) putative condensin protein [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217738 

LIB3148-020-Q1-K1-H8 

BLASTX 

gl370276 

253 

4.0e-22 

72 
65 

(X96428) MADS-box protein [Nicotiana tabacum] 
217739 

LIB3148-021-Q1-K1-A5 

BLASTN 

g4545261 

36 

6.0e-ll 

56 
91 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 

217740 

LIB3148-021-Q1-K1-A9 

BLASTX 

g3759184 

304 

1.0e-27 

82 

67 

(AB018441) phi-1 [Nicotiana tabacum] 
217741 

LIB3148-021-Q1-K1-B8 

BLASTX 

g3746069 

149 

2.0e-09 

97 

35 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217742 

LIB3148-021-Q1-K1-B9 

BLASTX 

g4027893 

326 

2.0e-30 

83 

71 

(AF049351) alpha-expansin precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



217743 

LIB3148-021-Q1-K1-C3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829204 
363 

1.0e-34 

96 
66 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 


217744 


Seq. ID 


LIB3148-021-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2642443 


BLAST score 


193 


E value 


5 . Oe-15 


Match length 


94 


% identity 


47 


NCBI Description 


(AC002391) putative cytochrome P4 50 [Arabidopsis 


Seq. No. 


217745 


Seq. ID 


LIB3148-021-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


351 


E value 


3.0e-33 


Match length 


72 


% -1 Hpn t" i t v 


33 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


217746 


Seq. ID 


LIB314 8-021-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2739046 


BLAST score 


553 


E value 


7.0e-57 


Match length 


150 


% identity 


66 


NCBI Description 


(AF024 652) polyphosphoinositide binding protein 




[Glycine max] 


Seq. No. 


217747 


Seq. ID 


LIB314 8-021-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3659907 


BLAST score 


329 


E value 


7.0e-31 


Match length 


83 



% identity 

NCBI Description 



78 

(AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



217748 

LIB3148-021-Q1-K1-E1 

BLASTX 

g3785998 

455 

2.0e-45 

120 
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© 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

. Seq. No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



71 

(AC005499) unknown protein [Arabidopsis thaliana] 
217749 

LIB3148-021-Q1-K1-E12 

BLASTN 

g2262135 

41 

1.0e-13 

77 
88 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 

217750 

LIB3148-021-Q1-K1-E2 

BLASTX 

g4432841 

148 

2.0e-09 

43 
65 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
217751 

LIB3148-021-Q1-K1-E4 

BLASTX 

g231503 

693 

3.0e-73 

138 
94 

ACTIN 97 >gi_100417_pir S20098 actin - potato 

>gi_21544_emb_CAA39280_ (X55751) actin [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217752 

LIB3148-G21-Q1-K1-E6 

BLASTX 

gl524121 

149 

2.0e-09 

39 
69 

(X96539) malate dehydrogenase [Mesembryanthemum 
crystallinum] 

217753 

LIB3148-021-Q1-K1-E8 

BLASTX 

g2914701 

241 

3.0e-20 
101 
4 9 

(AC003974) putative cytochrome b5 [Arabidopsis thaliana] 



Seq. No. 



217754 
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Seq. ID 


LIB3148-021-Q1-K1-F4 


Method 


BLASTN 


TvlODT PT 

NUbl bl 


y ill j jiz. 


BLAST score 


46 


E value 


5.0e-17 


Match length 


66 


% identity 


92 


NCBI Description 


P.deltoides chloroplast DNA 


Seq. No. 


217755 


Seq. ID 


LIB3148-021-Q1-K1-F5 


Method 


BLASTX 




rcOA A 7QQ£ 
gZ^ifiOOOD 


BLAST score 


370 


E value 


2.0e-35 


Match length 


91 


% identity 


80 


NCBI Description 


(AC002294) Unknown protein 


Seq. No. 


217756 


Seq. ID 


LIB3148-021-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2649565 


DT 7\ CT 1 o r'nvci 

i3lj.tt.oi SCOIc 




E value 


1.0e-08 


Match length 


83 


% identity 


36 


NCBI Description 


(AE001032) long-chain-fatty 


[Archaeoglobus fulgidus] 


Seq. No. 


217757 


Seq. ID 


LIB3148-021-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g322596 


BLAST score 


653 


E value 


1.0e-68 


Match length 


138 



for psbB operon 



(fadD-5) 



% identity 

NCBI Description 



90 



serine/threonine protein kinase 
Arabidopsis thaliana >gi__166600 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



(EC 2.7.-.-) AK21 - 
(M93023) SNFl-related 
protein kinase [Arabidopsis thaliana] 
>gi_1742969_emb_CAA64384_ (X94757) ser/thr protein kinase 
[Arabidopsis thaliana] 

217758 

LIB3148-021-Q1-K1-G7 

BLASTX 

g4049341 

162 

4.0e-ll 

135 
34 

(AL034567) putative protein [Arabidopsis thaliana] 
217759 

LIB3148-021-Q1-K1-H2 
BLASTX 
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^CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2191187 
143 

7.0e-09 

84 
45 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



217760 

LIB3148-021-Q1-K1-H5 

BLASTX 

g3660469 



BLAST score 


425 


E value 


6.0e-42 


Match length 


92 


% identity 


95 


NCBI Description 


(AJ001808) succinyl-CoA-ligase beta subunit [Arabi 




thaliana] >gi_4512693_gb_AAD2174 6 . 1__ (AC006569) 




succinyl-CoA ligase beta subunit [Arabidopsis thai 


Seq. No. 


217761 


oeq . ±u 


T TR^1 4 fi-091 -HI ~K1 -Wfi 


Method 


BLASTX 


NCBI GI 


g3033397 


BLAST score 


313 


E value 


7.0e-29 


Match length 


62 


% identity 


92 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217762 


Seq. ID 


LIB3148-022-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2388999 


BLAST score 


143 


E value 


5.0e-09 


Match length 


94 


% identity 


32 


NCBI Description 


(Z98981) hypothetical protein [Schizosaccharomyces 


Seq. No. 


217763 


Seq. ID 


LIB3148-022-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


247 


E value 


4.0e-24 


Match length 


116 


% identity 


57 


NCBI Description 


ELONGATION FACTOR 1 BETA 1 >gi 322851 pir S29224 



translation elongation factor eEF-1 beta 1 chain - rice 



>gi_218161_dbj 
[Oryza sativa] 



_BAA02253__ (D12821) elongation factor 1 beta' 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



217764 

LIB3148-022-Q1-K1-A4 

BLASTX 

g4191780 
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# 

245 


Sj Value 


7 . Oe-21 


MfllT'h 1 pnnt~h 


93 


% identity 


49 


NCBI Description 


(AC005917) 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217765 

LIB3148-022-Q1-K1-A6 

BLASTX 

g3121825 

303 

1.0e-27 

105 
67 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA 6391 0_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217766 

LIB3148-022-Q1-K1-A8 

BLASTX 

g294845 

159 

7.0e-14 

53 

68 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217767 

LIB3148-022-Q1-K1-B1 

BLASTX 

g2306917 

288 

4.0e-26 

67 
87 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217768 

LIB3148-022-Q1-K1-B10 

BLASTX 

g2341034 

511 

5.0e-52 

105 

96 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



217769 

LIB3148-022-Q1-K1-B2 

BLASTX 

g531829 

144 

4.0e-09 
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# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
38 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

217770 

LIB3148-022-Q1-K1-B6 

BLASTN 

g790507 

49 

1.0e-18 

88 
90 

Z.mays mRNA for 60S acidic ribosomal protein 
217771 

LIB3148-022-Q1-K1-C11 

BLASTX 

gl652892 

317 

2.0e-36 

128 
33 

(D90909) ABC transporter [Synechocystis sp.] 
217772 

LIB314 8-022-Q1-K1-C3 

BLASTN 

g2062705 

38 

6.0e-12 

50 
40 

Human butyrophilin (BTF5) mRNA, complete cds 
217773 

LIB3148-022-Q1-K1-C6 

BLASTX 

gl432058 

178 

2.0e-18 

127 

53 

(U58540) WRKY2 [Petroselinum crispum] 
217774 

LIB3148-022-Q1-K1-E10 

BLASTX 

gl781299 

179 

3.0e-13 

88 

45 

(Y09506) transf ormer-SR ribonucleoprotein [Nicotiana 
tabacum] 



Seq. No. 



217775 



30551 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-022-Q1-K1-E2 

BLASTX 

g3132696 

404 

3. 0e-53 

119 

88 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
217776 

LIB3148-022-Q1-K1-E3 

BLASTN 

g2342673 

44 

1.0e-15 

64 
92 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

217777 

LIB3148-022-Q1-K1-E6 

BLASTX 

g3169180 

171 

1.0e-15 

59 
68 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


217778 




Seq. ID 


LIB314 8-022-Q1-K1-F12 




Method 


BLASTX 




NCBI GI 


g3935169 




BLAST score 


313 




E value 


8.0e-29 




Match length 


68 




% identity 


88 




NCBI Description 


(AC004557) F17L21.12 


[Arabidopsis 


Seq. No. 


217779 




Seq. ID 


LIB3148-022-Q1-K1-F3 




Method 


BLASTX 




NCBI GI 


gl632831 




BLAST score 


147 




E value 


2.0e-10 




Match length 


41 




% identity 


71 




NCBI Description 


(Z49698) orf [Ricinus 


communis] 


Seq. No. 


217780 




Seq. ID 


LIB314 8-022-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g3142289 




BLAST score 


139 




E value 


3.0e-13 





30552 



• 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



51 
71 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

217781 

LIB3148-022-Q1-K1-F9 

BLASTX 

g2253442 

137 

2.0e-15 

61 

62 

(AF007784) LTC0R11 [Lavatera thuringiaca] 
217782 

LIB3148-022-Q1-K1-G8 

BLASTN 

g2558961 

67 

2.0e-29 

75 

97 

' Gossypium hirsutum histone H2B1 mRNA, complete cds 
217783 

LIB3148-022-Q1-K1-H4 

BLASTX 

g2827082 

142 

1.0e-08 

42 
69 

(AF020272) malate dehydrogenase [Medicago sativa] 
217784 

LIB3148-022-Q1-K1-H6 

BLASTX 

g2879811 

276 

7.0e-26 

63 
84 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
217785 

LIB3148-022-Q1-K1-H8 

BLASTX 

g2245017 

164 

9.0e-13 

77 
49 

(Z97341) membrane protein homolog [Arabidopsis thaliana] 
217786 

LIB314 8-022-Q1-K1-H9 



30553 



II 



Method 


BLASTX 


"MOOT r* T 


g4 3 O / X y 1 


BLAST score 


303 


E value 


4.0e-32 


Match length 


124 


% identity 


61 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thalic 


Seq. No. 


217787 


Seq. ID 


LIB3148-023-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3892051 


DT ACT 1 coavq 

E5-Urio i score 


9 n r 


E value 


3.0e-16 


Match length 


50 


% identity 


78 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 kD 




[Arabidopsis thaliana] 


Seq. No. 


217788 


Seq. ID 


LIB3148-023-Q1-K1-A11 


Method 


BLASTX 


JNCdI (aX 


gz 4 oj u xd 


BLAST score 


156 


E value 


2.0e-10 


Match length 


128 


% identity 


34 


NCBI Description 


(AJ001449) ripening-induced protein [Fragaria 


Seq. No. 


217789 


Seq. ID 


LIB314 8-023-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g232029 


BLAST score 


201 


E value 


4.0e-16 


Match length 


45 


% identity 


87 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 



>gi_100154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA4284 3_ (X60302) 
elongation factor 1A [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217790 

LIB314 8-023-Q1-K1-A5 

BLASTX 

g2695925 

301 

2.0e-27 

77 
75 

(AJ22277 6) hypothetical protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



217791 

LIB314 8-023-Q1-K1-A6 

BLASTX 

g3914442 

374 



30554 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-36 

87 

82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

217792 

LIB3148-023-Q1-K1-B10 

BLASTX 

g3183088 

209 

1.0e-16 

71 
56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR" 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217793 

LIB3148-023-Q1-K1-B4 

BLASTX 

g2501102 

417 

4.0e-41 

123 

69 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182jprf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

217794 

LIB3148-023-Q1-K1-C10 

BLASTX 

g4567229 

224 

2.0e-18 

84 
48 

(AC007119) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217795 

LIB314 8-023-Q1-K1-C5 

BLASTX 

g2290532 

413 

2.0e-40 

124 

65 

(U94748) AN11 [Petunia x hybrida] 



Seq. No. 



217796 



30555 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-023-Q1-K1-D1 

BLASTX 

g4006914 

416 

6.0e-41 

136 

62 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217797 

LIB3148-023-Q1-K1-D2 

BLASTX 

g4539292 

236 

3.0e-20 

45 

91 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217798 

LIB3148-023-Q1-K1-D5 

BLASTX 

gll74448 

423 

1.0e-41 

117 
68 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217799 

LIB314 8-023-Q1-K1-E11 

BLASTX 

g3318615 

655 

6.0e-69 

133 
91 

(AB016065) mitochondrial phosphate transporter [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217800 

LIB314 8-023-Q1-K1-E4 

BLASTX 

g3914535 

373 

7.0e-36 

83 
82 

60S RIBOSOMAL PROTEIN L13A >gi_27 9194 8_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 



217801 



30556 




Seq. ID 


LIB3148-023-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll03318 


BLAST score 


215 


F! iT^i 1 np 


2 . Oe-17 


Match length 


121 


% identity 


44 


NCBI Description 


(X78818) casein kinase I [Arabidopsis thaliana] 




>gi__2244791_emb_CAB10213. 1_ (Z97336) casein kinase I 




[Arabidopsis thaliana] 


Seq. No. 


217802 


Seq. ID 


LIB3148-023-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


370 


TP tt a 1 n /~\ 

Hj value 




Match length 


110 


% identity 


65 


NCBI Description 


(Y09482) HMG1 [Arabidopsis thaliana] 




>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidop^ 




thaliana] 


Seq. No. 


217803 


Seq. ID 


LIB3148-023-Q1-K1-G4 


Method 


BLASTX 


IN UiDJ- bl 




BLAST score 


247 


E value 


4.0e-21 


Match length 


80 


% identity 


56 


NCBI Description 


(D90902) hypothetical protein [Synechocystis sp.] 


Seq. No. 


217804 


Seq. ID 


LIB3148-023-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3046693 


T5T 7\ C T 1 onn v~^z\ 

rsj_iH.o l scoie 


9 R A 


E value 


6.0e-22 


Match length 


52 


% identity 


88 


NCBI Description 


(AL022140) receptor like protein (fragment) [Arabidopsis 




thaliana] 


Seq. No. 


217805 


Seq. ID 


LIB314 8-023-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2924777 


T2T 7\ C T 1 onAra 

£3J_tr^.oi scoxre 


OOl 


E value 


3.0e-60 


Match length 


138 




o u 


NCBI Description 


(AC002334) putative receptor protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


217806 


Seq. ID 


LIB314 8-023-Q1-K1-H2 




30557 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2598599 

288 

7.0e-26 

82 
66 

(Y15372) 



MtN4 [Medicago truncatula] 



217807 

LIB3148-023-Q1-K1-H3 

BLASTX 

gl762634 

373 

3.0e-52 

120 

84 

(U64789) AROGP2 [Lycopersicon esculentum] 



217808 

LIB3148-023-Q1-K1-H6 

BLASTX 

gl350983 

635 

1.0e-66 

137 
89 

4 OS RIBOSOMAL PROTEIN S3A 



(CYC07 PROTEIN) 



217809 

LIB3148-024-Q1-K1-A4 

BLASTX 

g3242704 

242 

2.0e-20 

65 
66 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
217810 

LIB3148-024-Q1-K1-B4 

BLASTX 

g4406384 

178 

6.0e-13 

57 
60 

(AF112303) serine acetyltransf erase [Arabidopsis thaliana] 



217811 

LIB3148-024-Q1-K1-B6 

BLASTX 

g2267567 

394 

3.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 



[Pelargonium 



30558 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



x hortorum] >gi__2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

217812 

LIB3148-024-Q1-K1-C1 

BLASTX 

gll3515 

179 

4.0e-13 

63 
63 

FLORAL HOMEOTIC PROTEIN AGL5 >gi_8 1613_pir E39534 floral 

homeotic protein AGL5 - Arabidopsis thaliana >gi_166596 
(M55553) transcription factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217813 

LIB3148-024-Q1-K1-C10 

BLASTX 

g3273562 

193 

1.0e-14 

80 
42 

(AF036707) RAD 6 [Candida albicans] 
217814 

LIB3148-024-Q1-K1-C12 

BLASTX 

g2911886 

384 

4.0e-37 

108 

71 

(AF047663) contains similarity to signal recognition 
particle subunit 54 (SRP54)-type domains (Pfam; SRP54 , 
score; 71.31); partial CDS [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217815 

LIB314 8-024-Q1-K1-C2 

BLASTX 

g3702327 

208 

2.0e-16 

75 
51 

(AC005397) unknown protein [Arabidopsis thaliana] 
217816 

LIB314 8-024-Q1-K1-C3 

BLASTN 

g303856 

44 

1.0e-15 

60 
93 

Rice mRNA for ubiquitin protein fused to a ribosomal 
protein, complete cds 



30559 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217817 

LIB3148-024-Q1-K1-C5 

BLAST N 

g2656031 

46 

1.0e-16 

118 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217818 

LIB3148-024-Q1-K1-D11 

BLASTX 

g2262100 

143 

3.0e-09 

37 
76 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217819 

LIB3148-024-Q1-K1-D2 

BLAST N 

gl928978 

35 

4.0e-10 

51 
92 

Vigna unguiculata phospholipase D mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217820 

LIB314 8-024-Q1-K1-D4 

BLASTX 

g3426041 

166 

1.0e-ll 

52 
60 

(AC005168) unknown protein [Arabidopsis thaliana] 
217821 

LIB314 8-024-Q1-K1-E1 

BLASTX 

g3980416 

417 

4.0e-41 

121 

68 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



217822 

LIB314 8-024-Q1-K1-E10 

BLASTX 

g2129742 



30560 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

2.0e-21 

77 
60 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217823 

LIB3148-024-Q1-K1-E2 

BLASTX 

g2213608 

350 

4.0e-33 

137 

47 

(AC000103) F21J9.2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217824 

LIB3148-024-Q1-K1-E3 
BLASTX 
g464985 
528 

5.0e-54 

99 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN \ 
>gi_398699_emb_CAA78713_ (Z14989) ubiquitiri conjugating 
enzyme homolog [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217825 

LIB3148-024-Q1-K1-F1 

BLASTX 

g4455323 " 

463 

2.0e-46 

144 
63 

(AL035525) 
thaliana] 



aminopeptidase-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217826 

LIB3148-024-Q1-K1-F3 

BLASTX 

gl245182 

645 

1.0e-67 

138 
80 

(U49398) sterol delta- 



7 reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



217827 

LIB314 8-024 -Q1-K1-F7 



30561 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2293288 

157 

2.0e-10 

117 
37 

(AF008220) YtcB [Bacillus subtilis] 

>gi_2635571_emb_CAB15065_ (Z99119) similar to NDP-sugar 
epimerase [Bacillus subtilis] 

217828 

LIB3148-024-Q1-K1-G12 

BLASTX 

g485514 

339 

8.0e-32 

72 

89 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 

217829 

LIB314 8-024-Q1-K1-G3 

BLASTX 

g2565305 

480 

1.0e-48 

98 

91 

(AF024589) glycine decarboxylase P subunit [Hordeum sp. x 
Triticum sp.] 

217830 

LIB3148-024-Q1-K1-G6 

BLASTX 

g3128210 

405 

1.0e-39 

118 
66 

(AC004077) 
thaliana] 



putative cytochrome P450 protein [Arabidopsis 
>gi_3337378 (AC004481) putative cytochrome P450 



protein [Arabidopsis thaliana] 
217831 

LIB314 8-024-Q1-K1-G8 

BLASTX 

g3046700 

357 

6.0e-34 

140 
59 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_30 9327 6_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 



30562 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217832 

LIB3148-024-Q1-K1-G9 

BLASTX 

g3046700 

218 

9.0e-18 

116 
51 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217833 

LIB3148-024-Q1-K1-H3 

BLASTN 

g2618602 

38 

6.0e-12 

143 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217834 

LIB314 8-024-Q1-K1-H5 

BLASTX 

g3395432 

195 

4.0e-15 

43 

77 

(AC004 683) unknown protein [Arabidopsis thaliana] 
217835 

LIB3148-024-Q1-K1-H8 

BLASTX 

g3319882 

694 

2.0e-73 

139 

96 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217836 

LIB314 8-025-Q1-K1-A10 

BLASTX 

g3075394 

376 

2.0e-36 

106 

73 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi__3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 



30563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217837 

LIB314 8-025-Q1-K1-A11 

BLASTX 

g3860315 

285 

1.0e-25 

65 
82 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217838 

LIB3148-025-Q1-K1-A12 

BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217839 

LIB3148-025-Q1-K1-A3 

BLASTX 

g2829204 

188 

3.0e-14 

52 
62 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217840 

LIB3148-025-Q1-K1-A5 

BLASTX 

g543868 

330 

5.0e-31 

70 
84 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 

>gi_1076683_pir B47493 H+-transporting ATP synthase (EC 

3.6.1.34) epsilon chain - sweet potato 

>gi_303625_dbj_BAA03527_ (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217841 

LIB3148-025-Q1-K1-A9 

BLASTX 

g2194124 

441 

5.0e-44 

105 
79 

(AC002062) 
<gb_U63725 



Similar to Glycine metalloendoproteinase 
. [Arabidopsis thaliana] 



30564 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217842 

LIB3148-025-Q1-K1-B11 

BLASTX 

g464707 

348 

3.0e-33 

74 

93 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 3434 5_exrtb_CAA82274__ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb___Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1__ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217843 

LIB3148-025-Q1-K1-B12 

BLASTX 

g3114901 

149 

8.0e-10 

36 
81 

(AJ005804) pcbere [Populus balsamifera subsp. trichocarpa] 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh [Populus 
balsamifera subsp. trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217844 

LIB3148-025-Q1-K1-C1 

BLASTX 

g3334261 

170 

3.0e-12 

52 
60 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217845 

LIB3148-025-Q1-K1-C5 

BLASTX 

g2462761 

153 

3.0e-10 

70 
46 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



30565 



© 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217846 

LIB314 8-025-Q1-K1-D10 

BLASTX 

g4337210 

209 

8.0e-17 

98 
44 

(AC006403) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217847 

LIB3148-025-Q1-K1-D11 

BLASTX 

g3169180 

558 

9.0e-58 

102 
100 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


217848 


Seq. ID 


LIB3148-C 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST score 


446 


E value 


1.0e-44 


Match length 


90 


% identity 


94 


NCBI Description 


(AJ22331 


Seq. No. 


217849 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g2626840 


BLAST score 


189 


E value 


2.0e-14 


Match length 


93 


% identity 


41 


NCBI Description 


(D89729) 




>gi_4507 




homolog) 


Seq. No. 


217850 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g629864 


BLAST score 


152 


E value 


3.0e-10 


Match length 


72 


% identity 


60 


NCBI Description 


histone 




(X82362) 


Seq. No. 


217851 


Seq. ID 


LIB3148- 



(CRM1, yeast, 



025-Q1-K1-E3 



30566 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35406 

416 

5.0e-41 

95 

86 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

217852 

LIB314 8-025-Q1-K1-E8 

BLASTX 

g4335751 

257 

2.0e-22 

84 

52 

(AC006284) putative methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217853 

LIB3148-025-Q1-K1-F10 

BLASTX 

g3193303 

303 

8.0e-28 

88 
68 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 


217854 


Seq. ID 


LIB314 8-025-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217855 


Seq. ID 


LIB314 8-025-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


299 


E value 


2.0e-27 


Match length 


82 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L23A >gi_2641201 




protein L23a [Fritillaria agrestis] 


Seq. No. 


217856 



30567 



Seq. ID 


LIB3148-025-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


185 


E value 


O . UG - J_ 4± 


Match length 


106 


% identity 


40 


NCBI Description 


(AC005313) axi 1-like protein [Arabidopsis thaliana] 




>gi_4 3357 69_gb_AAD17 4 4 6_ (AC006284) putative axil protein 




[Nicotiana tabacum] [Arabidopsis thaliana] 


Seq. No. 


217857 


Seq, ID 


LIB3148-025-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2388565 


oj_i/io i score 


1 P 9 
JL 0 Z 


E value 


1.0e-13 


Match length 


76 


% identity 


45 


NCBI Description 


(AC000098) Similar to Prunus pectinesterase (gb_X95991) . 




[Arabidopsis thaliana] 


Seq. No. 


217858 


Seq. ID 


LIB3148-025-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


428 


E value 


z . ue— 4 z 


Match length 


100 


% identity 


77 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 




>gi 2129500 pir S52006 polygalacturonase - upland cotton 




>gi 606650 (U09717) polygalacturonase [Gossypium hirsutuni 


Seq. No. 


217859 


Seq. ID 


LIB3148-025-Q1-K1-G3 


Method 


BLASTX 




g jj4 y d / u 


BLAST score 


257 


E value 


2.0e-22 


Match length 


66 


% identity 


70 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


217860 


Seq. ID 


LIB3148-025-Q1-K1-G4 


Method 


BLASTX 


NLdI bl 


gouoo /U4 


BLAST score 


444 


E value 


2.0e-44 


Match length 


104 


% identity 


78 


NCBI Description 


(AF04 9236) unknown [Arabidopsis thaliana] 


Seq. No. 


217861 


Seq. ID 


LIB3148-025-Q1-K1-G8 


Method 


BLASTX 



30568 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2781345 
168 

5.0e-12 

97 
44 

(AC003113) 



F2401.2 [Arabidopsis thaliana] 



217862 

LIB3148-025-Q1-K1-G9 

BLASTX 

g!14682 

276 

1.0e-24 

95 
60 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1,3) [Ipomoea batatas] 

217863 

LIB3148-025-Q1-K1-H10 

BLASTX 
g36872 
137 

1.0e-0 
45 
53 

(AC005 
[Arabi 



234 



169) putative copia-like transposable element 
dopsis thaliana] 



Seq. No. 
Seq. ID 



217864 

LIB3148-025-Q1-K1-H11 

BLASTX 

g2160189 

243 

8.0e-21 

79 

54 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5__ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

217865 

LIB3148-025-Q1-K1-H8 

BLASTX 

gl621268 

166 

8.0e-12 

43 
72 

(Z81012) unknown [Ricinus communis] 
217866 

LIB3148-026-Q1-K1-A12 



30569 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2687434 

275 

1.0e-153 

319 
97 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 


217867 


Seq. ID 


LIB3148-026-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3157927 


BLAST score 


514 


E value 


2.0e-52 


Match length 


1 J 4 


% identity 


75 


NCBI Description 


(AC002131) Contains similarity to GDP-dissociation 




inhibitor gb L07 918 from Mus musculus. [Arabidopsis 




thaliana] 


Seq. No. 


217868 


Seq. ID 


LIB3148-026-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3128177 


BLAST score 


504 


E value 


3 . ue-bl 


Match length 


120 


% identity 


82 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


217869 


Seq. ID 


LIB314 8-026-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g!363487 


BLAST score 


473 


E value 


i . ue-4 / 


Match length 


98 


% identity 


91 


NCBI Description 


IAA7 protein - Arabidopsis thaliana >gi_972917 (U18 




IAA7 [Arabidopsis thaliana] 


Seq. No. 


217870 


Seq. ID 


LIB314 8-026-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2618721 


BLAST score 


221 


E value 


9.0e-21 


Match length 


76 


% identity 


61 


NCBI Description 


(U49072) IAA16 [Arabidopsis thaliana] 


Seq. No. 


217871 


Seq. ID 


LIB314 8-026-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g586339 


BLAST score 


383 



30570 



E value 
Match length 
% identity 
NCBI Description 



5.0e-37 

121 
57 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_626794_pir S4 6098 

probable AMP-binding protein - yeast ( Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 


217872 




Seq. ID 


LIB3148-026' 


-Q1-K1-C5 


Method 


BLASTX 




NCBI GI 


g3264763 




BLAST score 


297 




E value 


z . ue-jj 




Match length 


118 




% identity 


66 


40S ribosomal protein S4 [Prunus armeniaca] 


NCBI Description 


(AF071891) 


Seq. No. 


217873 




Seq. ID 


LIB3148-026 


-Q1-K1-C8 


Method 


BLASTX 




NCBI GI 


g2190012 




BLAST score 


239 




E value 


4.0e-20 




Match length 


76 




% identity 


64 




NCBI Description 


(AB004242) 


dinl [Raphanus sativus] 


Seq. No. 


217874 




Seq. ID 


LIB3148-026 


-Q1-K1-C9 


Method 


BLASTX 




NCBI GI 


gl345965 




BLAST score 


223 




E value 


2.0e-18 




Match length 


55 




% identity 


75 




NCBI Description 


FLORAL HOMEOTIC PROTEIN FBP2 (FLORAL BINDING PROTEIN 2 


>gi_118ir$6 


(M91666) transcription factor [Petunia hyb: 


Seq. No. 


217875 




Seq. ID 


LIB3148-026 


-Q1-K1-D1 


Method 


BLASTX 




NCBI GI 


g3493367 




BLAST score 


364 




E value 


7.0e-35 




Match length 


73 




% identity 


89 




NCBI Description 


(AB017159) 


citrate synthase [Daucus carota] 


Seq. No. 


217876 




Seq. ID 


LIB3148-026 


I-Q1-K1-D2 


Method 


BLASTX 




NCBI GI 


g2506139 




BLAST score 


165 




E value 


1.0e-ll 




Match length 


55 




% identity 


65 





30571 



NCBI Description 



COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314 04 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217877 

LIB3148-026-Q1-K1-D3 

BLASTX 

gl483150 

596 

6.0e-62 

140 
79 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



217878 

LIB3148-02 6-Q1-K1-D6 

BLASTN 

gl69712 

50 

4 .Oe-19 

90 
89 

Ricinus communis metallothionein (RCMIT) mRNA, complete cds 
217879 

LIB3148-026-Q1-K1-E4 

BLASTX 

g2444178 

225 

7.0e-23 

107 

55 

(U94784) unconventional myosin [Helianthus annuus] 
217880 

LIB3148-02 6-Q1-K1-F10 

BLASTX 

g3540181 

209 

1.0e-16 

116 
43 

(AC004122) Unknown protein [Arabidopsis thaliana] 
217881 

LIB3148-02 6-Q1-K1-F2 

BLASTX 

g4056489 

552 

9.0e-57 

129 
73 

(AC005896) putative white protein [Arabidopsis thaliana] 
217882 

LIB3148-026-Q1-K1-F4 



30572 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3522933 

476 

6.0e-48 

134 
66 

(AC004411) 
thaliana] 



putative anion exchange protein 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217883 

LIB3148-026-Q1-K1-F8 

BLASTX 

gl246823 

211 

8.0e-17 

61 
67 

(X89865) unknown [Phoenix dactylifera] 
217884 

LIB314 8-026-Q1-K1-G2 

BLASTX 

gl710530 

685 

2.0e-72 

140 

88 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 


217885 


Seq. ID 


LIB314 8-026-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2565275 


BLAST score 


226 


E value 


9.0e-19 


Match length 


57 


% identity 


77 


NCBI Description 


(AF023611) Dimlp homolog [Homo 


Seq. No. 


217886 


Seq. ID 


LIB314 8-026-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3413167 


BLAST score 


184 


E value 


8.0e-14 


Match length 


70 


% identity 


60 


NCBI Description 


(AJ010225) elongation factor 1 


Seq. No. 


217887 


Seq. ID 


LIB314 8-02 6-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2407800 


BLAST score 


145 



30573 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

32 
88 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
217888 

LIB3148-026-Q1-K1-H2 

BLASTX 

g4455207 

419 

3.0e-41 

91 

89 

(AL035440) ubi qui tin- like protein [Arabidopsis thaliana] 



beq. no. 


z i /coy 


Seq. ID 


LIB3148-026-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g479713 


BLAST score 


344 


E value 


2.0e-32 


Match length 


76 


% identity 


87 


NCBI Description 


aspartate carbamoyltransf erase - tomato 


Seq. No. 




Seq. ID 


LIB3148-026-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl944319 


BLAST score 


260 


E value 


1.0e-22 


Match length 


92 


% identity 


55 


NCBI Description. 


(D31700) cysteine proteinase inhibitor [Glycine max] 




>gi_1944342__dbj_BAA19610_ (D64115) cysteine proteinas 




inhibitor [Glycine max] 


Seq. No. 


217891 


Seq. ID 


LIB3148-027-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4567285 


BLAST score 


231 


E value 


3.0e-19 


Match length 


54 


% identity 


81 


NCBI Description 


(AC006841) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


217892 


Seq. ID 


LIB3148-027-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3980401 


BLAST score 


276 


E value 


2.0e-24 


Match length 


97 


% identity 


53 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 



30574 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217893 

LIB3148-027-Q1-K1-C12 

BLASTX 

gl843527 

433 

7.0e-43 

87 
52 

(U73747) annexin [Gossypium hirsutum] 
217894 

LIB3148-027-Q1-K1-C2 

BLASTX 

g4115377 

359 

2.0e-34 

112 
59 

(AC005967) unknown protein [Arabidopsis thaliana] 



217895 

LIB3148-027-Q1-K1-C3 

BLASTX 

g3482967 

576 

1.0e-59 

133 
80 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_455934 5_gb_AAD23006 . 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217896 

LIB314 8-027-Q1-K1-C6 

BLASTX 

g3413170 

151 

5.0e-10 

81 
55 

(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 
217897 

LIB3148-027-Q1-K1-C9 

BLASTX 

g2982249 

162 

3.0e-ll 

53 
66 

(AF051207) probable 60S ribosomal protein L15 [Picea 
mariana] 



Seq. No. 
Seq. ID 

Method 



217898 

LIB3148-027-Q1-K1-D1 
BLASTX 



30575 




NCBI GI 


g3892051 




TD T 7\O r n on^KQ 

j3ijfio i score 


3 ± .7 




E value 


1.0e-29 




Match length 


74 




% identity 


80 




NCBI Description 


(AC002330) predicted NADH dehydrogenase 


24 kD subunit 




[Arabidopsis thaliana] 




Seq. No. 


217899 




Seq. ID 


LIB314 8-027-Q1-K1-D11 




Method 


BLASTX 










BLAST score 


276 




E value 


2.0e-24 




Match length 


78 




% identity 


67 




NCBI Description 


(Y10804) Ubiquitin activating enzyme El 


[Nicotiana tabacum] 


Seq. No. 


217900 




Seq. ID 


LIB314 8-027-Q1-K1-D6 




Method 


BLASTX 




LNUbl \jx 


go oOUji / 




BLAST score 


268 




E value 


1.0e-23 




Match length 


57 




% identity 


89 




NCBI Description 


(AJ012685) actin [Cicer arietinum] 




Seq. No. 


217901 




Seq. ID 


LIB3148-027-Q1-K1-E1 




Method 


BLASTX 




NCBI GI 


g684942 




jb-L/ioi score 


1 4 o 




E value 


1.0e-09 




Match length 


29 




% identity 


90 




NCBI Description 


(U20736) S-adenosyl-L-methionine : trans- 


caf f eoyl-CoA 




3-O-methyltransf erase [Medicago sativa 


subsp. sativa] 


Seq. No. 


217902 




Seq. ID 


LIB3148-027-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


g!708191 




bLAbi score 


4 yZ 




E value 


7.0e-50 




Match length 


123 




% identity 


69 




NCBI Description 


HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 


(L08188) hexose 




carrier protein [Ricinus communis] 




Seq. No. 


217903 




Seq. ID 


LIB3148-027-Q1-K1-E12 




Method 


BLASTN 




NCBI GI 


g2832667 




BLAST score 


40 




E value 


4.0e-13 




Match length 


112 





30576 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



84 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
(ESSAII project) 

217904 

LIB3148-027-Q1-K1-E7 

BLASTX 

gl906830 

445 

2.0e-44 

127 
69 

(Y11829) heat shock protein [Arabidopsis thaliana] 



217905 

LIB3148-027-Q1-K1-E9 

BLASTX 

g625509 

546 

3.0e-56 

112 

25 

ubiquitin precursor - 



Arabidopsis thaliana (fragment) 



217906 

LIB3148-027-Q1-K1-F1 

BLASTN 

gl6172 

51 

9.0e-20 

119 

86 

A. thaliana mRNA for ascorbate peroxidase 
217907 

LIB3148-027-Q1-K1-F11 

BLASTX 

g2462754 

241 

2.0e-20 

121 
47 

(AC002292) Unknown protein [Arabidopsis thaliana] 
217908 

LIB3148-027-Q1-K1-F12 

BLASTX 

g3128209 

235 

1.0e-19 

55 

75 

(AC004077) unknown protein [Arabidopsis thaliana] 
217909 

LIB3148-027-Q1-K1-F8 
BLASTX 



30577 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2341031 
342 

6.0e-46 

101 

92 

(AC000104) F19P19.10 [Arabidopsis thaliana] 
217910 

LIB3148-027-Q1-K1-G11 

BLASTX 

g4220462 

243 

9.0e-21 

48 

90 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

217911 

LIB314 8-027-Q1-K1-G4 

BLASTX 

g2827710 

409 

4.0e-40 

92 
74 

(AL021684) lysosomal Pro-X carboxypeptidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



217912 

LIB3148-027-Q1-K1-G5 

BLASTX 

gl296816 

538 

3.0e-55 

110 
94 

(X94 995) naringenin-chalcone synthase [Juglans sp.] 
217913 

LIB3148-027-Q1-K1-G6 

BLASTX 

g4106515 

504 

2.0e-51 

112 
86 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 

217914 

LIB3148-027-Q1-K1-G7 

BLASTX 

g4006877 

297 

6.0e-27 



30578 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
73 

(Z99707) RNA-binding like protein [Arabidopsis thaliana] 
217915 

LIB3148-027-Q1-K1-H11 

BLASTX 

g3913423 

236 

5.0e-20 

68 
68 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1917013 (U91924) S-adenosylmethionine 
decarboxylase [Nicotiana tabacum] 

217916 

LIB314 8-028-Q1-K1-A7 

BLASTX 

g2118183 

626 

1.0e-65 

129 
99 

inorganic pyrophosphatase (EC 3.6.1.1), H+-translocating 
(clone TVP17), vacuolar membrane - common tobacco 
(fragment) >gi_7 90475_emb_CAA58699_ (X83728) inorganic 
pyrophosphatase [Nicotiana tabacum] 



Seq. No. 


217917 




Seq. ID 


LIB3148- 


028 


Method 


BLASTX 




NCBI GI 


g2462759 




BLAST score 


360 




E value 


3.0e-34 




Match length 


74 




% identity 


85 




NCBI Description 


(AC002292) 


Seq. No. 


217918 




Seq. ID 


LIB3148- 


028 


Method 


BLASTX 




NCBI GI 


g82200 




BLAST score 


502 




E value 


6.0e-51 




Match length 


122 




% identity 


77 




NCBI Description 


hypothetica 


Seq. No. 


217919 




Seq. ID 


LIB3148- 


028 


Method 


BLASTX 




NCBI GI 


g3355471 




BLAST score 


373 




E value 


8.0e-36 




Match length 


108 




% identity 


67 





30579 




NCBI Description (AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 


01 loon 
Z 1 / yZ\J 


Seq. ID 


LIB314 8-028-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


217 


E value 


2.0e-17 


Match length 


64 


% identity 


64 


NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


217921 


Seq. ID 


Li 1 D-D 14 O UZO Iji JM 10 


Method 


BLASTX 


NCBI GI 


gl766048 


BLAST score 


382 


E value 


7.0e-37 


Match length 


91 


% identity 


86 


NCBI Description 


(U81994) NAD+ dependent isocitrate dehydrogenase subunit 




[Arabidopsis thaliana] 


Seq. No. 


217922 


Seq. ID 


LIB.314 o-Uz o-yi-Ki-Ly 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


355 


E value 


1.0e-33 


Match length 


79 


% identity 


84 


NCBI Description 


(AJ225172) magnesium dependent soluble inorganic 




pyrophosphatase [Solanum tuberosum] 


Seq. No. 


01 *7 QO *5 


Seq. ID 


LIB3148-028-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g633678 


BLAST score 


273 


E value 


3.0e-24 


Match length 


58 


% identity 


93 


NCBI Description 


(X83500) ADP-glucose pyrophosphorylase [Spinacia olerace 


Seq. No. 


O 1 1 O O A 

2.1 /9z4 


Seq. ID 


LIB3148-028-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl565225 


BLAST score 


268 


E value 


2.0e-23 


Match length 


127 


% identity 


48 


NCBI Description 


(X95572) salt-tolerance protein [Arabidopsis thaliana] 


Seq. No. 


217925 


Seq. ID 


LIB314 8-028-Q1-K1-E1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4204265 

172 

3.0e-12 

137 
38 

(AC005223) 



45643 [Arabidopsis thaliana] 



217926 

LIB3148-028-Q1-K1-E12 

BLASTX 

g3868758 

560 

8.0e-58 

112 

90 

(D89802) elongation factor IB gamma [Oryza sativa] 
217927 

LIB314 8-028-Q1-K1-E6 

BLASTX 

g3885327 

297 

7.0e-27 

69" 
75 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
217928 

LIB314 8-028-Q1-K1-F1 

BLASTX 

g3402672 

573 

3.0e-59 

131 

82 

(AC004 697) putative white protein [Arabidopsis thaliana] 
217929 

LIB3148-028-Q1-K1-F10 

BLASTN 

g2687434 

173 

1.0e-92 

209 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

217930 

LIB3148-028-Q1-K1-F11 

BLASTX 

g4558678 

145 

5.0e-09 

47 

47 
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NCBI Description 


(AC006586) unknown protein [Arabidopsis 


Seq. No. 


217931 


Seq. ID 


LIB3148-028-Q1-K1-G1 


Method 


BLASTX 






BLAST score 


206 


E value 


2.0e-16 


Match length 


64 


% identity 


58 


NCBI Description 


(Y104 66) peroxidase [Spinacia oleracea] 


Seq. No. 


217932 


Seq. ID 


LIB314 8-02 8-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3193297 


BLAST score 


277 


E value 


7.0e-25 


Match length 


80 


% identity 


57 


NCBI Description 


(AF069298) similar to epoxide hydrolase 




thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217933 

LIB3148-028-Q1-K1-H5 

BLASTN 

g4454731 

34 

1.0e-09 

38 
97 

Psychotria berteriana 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217934 

LIB314 8-028-Q1-K1-H9 

BLASTX 

gl402883 

282 

4.0e-25 

135 
17 

(X98130) unknown [Arabidopsis thaliana] 

>gi_14 952 63_emb_CAA66119_ (X97487) orf09 [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217935 

LIB3148-02 9-Q1-K1-A11 

BLASTX 

g2921213 

452 

4.0e-45 

99 
89 

(AF026150) beta-ketoacyl-ACP synthase IIIA [Perilla 
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II 



f rutescens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217936 

LIB3148-029-Q1-K1-A2 

BLAST N 

g4139263 

46 

5.0e-17 

66 
92 

Brassica napus actin mRNA, complete cds 
217937 

LIB314 8-02 9-Q1-K1-A9 

BLASTN 

gl2292 

165 

1.0e-87 

255 

93 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217938 

LIB3148-029-Q1-K1-B10 

BLASTN 

g2618602 

39 

1.0e-12 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217939 

LIB3148-029-Q1-K1-B11 

BLASTX 

g3738320 

371 

1.0e-35 

96 
77 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



217940 

LIB314 8-029-Q1-K1-B2 

BLASTN 

gl945439 

41 

7.0e-14 

65 

91 

Medicago sativa salt-inducible protein mRNA, partial cds 
217941 

LIB3148-029-Q1-K1-B3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3608481 

196 

2.0e-15 

43 
95 

(AF088913) 



ribosomal protein L27a [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217942 

LIB3148-029-Q1-K1-C11 

BLASTX 

g3334261 

198 

2.0e-15 

46 
72 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 
metallothionein-like protein [Malus 



>gi_1655851 
domestical 



(U61973) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217943 

LIB3148-02 9-Q1-K1-C5 

BLASTX 

g2245034 

178 4 ' 

3.0e-13 

47 

70 

(Z97342) enoyl-CoA hydratase [Arabidopsis thaliana] 



Seq. No. 217944 

Seq. ID LIB3148-029-Q1-K1-C7 

Method BLASTX 

NCBI GI g3297815 

BLAST score 4 96 

E value 5.0e-51 

Match length 139 

% identity 73 

NCBI Description (AL031032) putative protein [Arabidopsis thaliana] 

Seq. No. 217945 

Seq. ID LIB3148-029-Q1-K1-C8 

Method BLASTX 

NCBI GI g3096935 

BLAST score 226 

E value 1.0e-18 

Match length 92 

% identity 58 

NCBI Description (AL023094) putative protein [Arabidopsis thaliana] 

Seq. No. 217946 

Seq. ID LIB3148-029-Q1-K1-C9 

Method BLASTX 

NCBI GI g2244835 

BLAST score 548 

E value 2.0e-56 

Match length 118 

% identity 7 9 
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NCBI Description 



(Z97337) protein kinase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217947 

LIB3148-029-Q1-K1-D5 

BLASTX 

g2760836 

440 

9.0e-44 

124 
69 

(AC003105) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217948 

LIB314 8-029-Q1-K1-D8 

BLASTX 

g730450 

340 

3.0e-32 

88 
74 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_4 8064 9_pir S37134 cold-induced protein BnC24B - rape 

>gi__398 922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217949 

LIB314 8-02 9-Q1-K1-D9 

BLASTX 

g872116 

646 

8.0e-68 

143 

33 

(X79770) sti (stress inducible protein) 



[Glycine max] 



217950 

LIB314 8-029-Q1-K1-F1 

BLASTX 

g4417304 

431 

1.0e-42 

143 

54 

(AC006446) putative beta-1 , 4-mannosyl-glycoprotein 
beta- 1 , 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217951 

LIB3148-029-Q1-K1-F2 

BLAST N 

g3821780 

33 

5.0e-09 

33 
58 

Xenopus laevis cDNA clone 27A6-1 
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Seq. No. 


217952 


Seq. ID 


LIB3148-029-Q1-K1-F6 


1X1 fcr L 1 1 (J U. 


£j±-Lt\0 1 jf\ 


NCBI GI 


gl840425 


BLAST score 


143 


E value 


7.0e-09 


Match length 


36 


% identity 


67 


NCBI Description 


(U36586) alcohol dehydrogenase [Vitis vinife 


Seq. No. 


217953 


Seq. ID 


LIB3148-029-Q1-K1-F8 


TV A >-n 4— Vi f~J 




NCBI GI 


g3063396 


BLAST score 


500 


E value 


1.0e-50 


Match length 


117 


% identity 


81 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


217954 


Seq. ID 


LIB3148-029-Q1-K1-G10 


Method 


IDT 7\ CITY 


NCBI GI 


g2511535 . 


BLAST score 


588 


E value 


5.0e-61 


Match length 


120 


% identity 


93 


NCBI Description 


(AF008122) alpha-tubulin 3 [Eleusine indica] 


Seq. No. 


217955 


Seq. ID 


LIB3148-029-Q1-K1-G11 


lYieTznoci 


£3J_ii-lO 1 A 


NCBI GI 


g3236254 


BLAST score 


353 


E value 


2.0e-33 


Match length 


112 


% identity 


62 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis thai 


Seq. No. 


217956 


Seq. ID 


LIB3148-029-Q1-K1-G4 


IXlc; uilOd 


H> J_tr-iO 1 A 


NCBI GI 


g3337365 


BLAST score 


187 


E value 


5.0e-14 


Match length 


75 


% identity 


56 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis 


Seq. No. 


217957 


Seq. ID 


LIB3148-029-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


222 


E value 


3.0e-18 
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\ 



Match length 


56 


% identity 


68 


NCBI Description 


(AC005882) 66284 [Arabidopsis thaliana] 


Seq. No. 


217958 


Seq. ID 


LIB3148-029-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


al769898 


BLAST score 


145 


E value 


3.0e-09 


Match length 


61 


% identity 


49 


NCBI Description 


(Y08010) lectin receptor kinase [Arabidopsis 


Seq. No. 


217959 


Seq. ID 


LIB3148-029-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3152606 




1 9? 

J } 


E value 


7.0e-15 


Match length 


58 


% identity 


64 


NCBI Description 


(AC004482) putative ring zinc finger protein 




thaliana] 


Seq. No, 


217960 


Seq. ID 


LIB3148-02 9-Q1-K1-H2 


Method 


BLASTX 


NPRT GT 

LN v i—> A. VJ -L 


y & / u u jz, u 


BLAST score 


414 


E value 


1.0e-40 


Match length 


142 


% identity 


57 


NCBI Description 


(AC002130) F1N21.4 [Arabidopsis thaliana] 


Seq. No. 


217961 


Seq. ID 


LIB3148-029-Q1-K1-H3 


Method 


BLASTN 






BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


217962 


Seq. ID 


LIB3148-029-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


a37S91 R4 

y j i j j J-Uri 


BLAST score 


159 


E value 


7.0e-ll 


Match length 


60 


% identity 


45 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


217963 


Seq. ID 


LIB314 8-02 9-Q1-K1-H9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl480012 

313 

8.0e-29 

59 

98 

(D78492) 
rapa] 



putative ubiquitin extension protein [Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217964 

LIB314 8-030-Q1-K1-A1 

BLASTN 

g3821780 

36 

7.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
217965 

LIB3148-030-Q1-K1-A12 

BLASTN 

g2618602 

38 

6.0e-12 

77 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


217966 


Seq. ID 


LIB3148-030-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


437 


E value 


1.0e-43 


Match length 


98 


% identity 


78 


NCBI Description 


(Z97337) protein kinase 


Seq. No. 


217967 


Seq. ID 


LIB3148-030-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2815246 


BLAST score 


225 


E value 


2.0e-18 


Match length 


55 


% identity 


73 


NCBI Description 


(X95709) class I type 2 


Seq. No. 


217968 


Seq. ID 


LIB3148-030-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


197 


E value 


3.0e-15 


Match length 


59 



metallothionein [Cicer arietinum] 
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% identity 


63 


NCBI Description 


(Z70677) thioredoxin [Ricinus communis] 


Seq. No. 


217969 


Seq. ID 


LIB314 8-030-Q1-K1-C12 


Method 


BLASTX 




a44 1 S926 


BLAST score 


191 


E value 


1.0e-14 


Match length 


51 


% identity 


73 


NCBI Description 


(AC006282) unknown protein [Arabidopsis 


Seq. No. 


217970 


Seq. ID 


LIB3148-030-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2984119 


t5-Lirio i score 


1 

lOU 


E value 


3.0e-13 


Match length 


71 


% identity 


45 


NCBI Description 


(AE000758) peptide chain release factor 




aeolicus] 


Seq. No. 


217971 


Seq. ID 


LIB3148-030-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g82426 


BLAST score 


533 


E value 




Match length 


108 


% identity 


46 


NCBI Description 


ubiquitin precursor - barley (fragment) 




>gi_755763_emb_CAA27751__ (X04133) ubiqu 




(171 aa) [Hordeum vulgare] 


Seq. No. 


217972 


Seq. ID 


LIB3148-030-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl709453 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


41 


% identity 


73 



RF-2 [Aquifex 



NCBI Description 



PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 
PRECURSOR (PDHE1-A) >gi_4 731 69_emb_CAA8 1558_ (Z26949) El 
alpha subunit of pyruvate dehydrogenase precursor [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



217973 

LIB314 8-030-Q1-K1-C8 

BLASTX 

g2262159 

278 

1.0e-24 

85 
64 
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NCBI Description (AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217974 

LIB3148-030-Q1-K1-C9 

BLASTX 

g2244835 

452 

4.0e-45 

112 
71 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 



217975 

LIB3148-030-Q1-K1-D1 

BLASTX 

gl914683 

302 

2.0e-27 

80 
76 

(Y12013) RAD23, isoform I 



[Daucus carota] 



217976 

LIB3148-030-Q1-K1-D10 

BLASTN 

g2062705 

33 

6.0e-09 

37 
59 

Human butyrophilin (BTF5) mRNA, complete cds 
217977 

LIB3148-030-Q1-K1-D3 

BLASTX 

g2833375 

184 

9.0e-14 

39 
90 

DNA-DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 

217978 

LIB314 8-030-Q1-K1-D5 

BLASTX 

g485514 

390 

8.0e-38 

79 
91 

ADR11-2 protein - soybean (fragment) 

>gi_2 96443_emb_CAA4 9341__ (X69640) auxin down regulated 
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II 



[Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217979 

LIB314 8-030-Q1-K1-D7 

BLASTX 

g3152587 

501 

8.0e-51 

139 

71 

(AC002 98 6) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W4 3427 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 


217980 


Seq. ID 


LIB314 8-030-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g!916290 


BLAST score 


231 


E value 


3.0e-19 


Match length 


103 


% identity 


47 


NCBI Description 


(U89876) ALY [Mus musculus] 


Seq. No. 


21798 1 


Seq. ID 


LIB314 8-030-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


373 


E value 


8.0e-36 


Match length 


81 


% identity 


84 


NCBI Description 


(Y09482) HMG1 [Arabidopsis thaliana] 




>gi_2832361_emb_CAA74 402_ (Y14073) HMG p] 




thaliana] 


Seq. No. 


217982 


Seq. ID 


LIB314 8-030-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2982247 


BLAST score 


178 


E value 


6.0e-13 


Match length 


57 


% identity 


56 


NCBI Description 


(AF051206) probable thioredoxin H [Picea 


Seq. No. 


217983 


Seq. ID 


LIB3148-030-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4220521 


BLAST score 


215 


E value 


2.0e-17 


Match length 


58 


% identity 


72 


NCBI Description 


(AL035356) putative protein [Arabidopsis 



30591 



Seq. No. 


217984 


Seq. ID 


LIB3148-030-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2760830 




j j j 


E value 


1.0e-61 


Match length 


131 


% identity 


88 


NCBI Description 


(AC003105) putative beta 




thaliana] 


Seq. No. 


217985 


Seq. ID 


LIB3148-030-Q1-K1-F2 


Method 


BLASTX 


J.N \_/ LJ JL V_J JL 


a378 6008 


BLAST score 


307 


E value 


4 .Oe-28 


Match length 


120 


% identity 


53 


NCBI Description 


(AC005499) unknown prote 


Seq. No. 


217986 


Seq. ID 


LIB3148-030-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2687439 


£jJ_l.tt.O -L OLUIC 




E value 


3.0e-13 


Match length 


40 


% identity 


100 


NCBI Description 


Peltoboykinia tellimoide 




gene, partial sequence 


Seq. No. 


217987 


Seq. ID 


LIB3148-030-Q1-K1-G11 


Method 


BLASTX 






BLAST score 


204 


E value 


4.0e-16 


Match length 


63 


% identity 


59 


NCBI Description 


(AL031326) putative prot 


Seq. No. 


217988 


Seq. ID 


LIB3148-030-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g!169534 


BLAST score 


377 


E value 


3.0e-36 


Match length 


78 


% identity 


94 



NCBI Description 



ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_54 201 9_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (228386) enolase [Ricinus 
communis] 



Seq. No. 



217989 



30592 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-030-Q1-K1-G7 

BLASTX 

g2642648 

605 

5.0e-63 

137 

87 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

217990 

LIB314 8-030-Q1-K1-G8 

BLASTX 

g643469 

321 

1.0e-29 

87 
68 

(U19886) unknown [Lycopersicon esculentum] 
217991 

LIB3148-030-Q1-K1-H11 

BLASTX 

g543905 

664 

6.0e-70 

131 

95 

BRASSINOSTEROID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 


217992 


Seq. ID 


LIB3148-030-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


217 ' 


E value 


4.0e-18 


Match length 


46 


% identity 


85 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


217993 


Seq. ID 


LIB3148-030-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


494 


E value 


5.0e-50 


Match length 


136 


% identity 


68 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


217994 


Seq. ID 


LIB314 8-030-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3834310 



30593 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



672 

7.0e-71 

131 
100 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gbJT88233, gb_Z244 64, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


217995 


Seq. ID 


LIB3148-031-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2511574 


BLAST score 


422 


E value 


8.0e-42 


Match length 


89 


% identity 


97 


NCBI Description 


(Y13176) multicatalytic endopeptidase [Arabidopsis 




tnaliana] >gr i4zlu/a (AFU4oo^U) ^US proteasome suDunit 




PAB1 [Arabidopsis thaliana] 


Seq. No. 


217996 


Seq. ID 


LIB3148-031-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3914360 


BLAST score 


436 


E value 


3.0e-43 


Match length 


89 


% identity 


88 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 




(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 




>gi_2072351 (U96438) phospholipase D [Pimpinella 




brachycarpa] 


Seq. No. 


217997 


Seq. ID 


LIB3148-031-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


311 


E value 


9.0e-35 


Match length 


116 


% identity 


75 


NCBI Description 


(AJ00534 6) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


217998 


Seq. ID 


LIB314 8-031-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


288 


E value 


4.0e-26 


Match length 


56 


% identity 


96 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 



LIGASE 9) {UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2,19) UBC9 - Arabidopsis thaliana 

>gi_297884 emb CAA78714_ (Z14990) ubiquitin conjugating 



30594 



enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 


217999 


Seq. ID 


LIB3148-031-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3176725 


BLAST score 


183 


E value 


5.0e-19 


Match length 


1 u 


% identity 


53 


NCBI Description 


(AC002392) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218000 


Seq. ID 


LIB314 8-031-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4539305 


BLAST score 


488 


E value 


3.0e-49 


Match length 


142 


% identity 


64 


NCBI Description 


(AL04 9480) putative protein [Arabidopsis thaliana] 


Seq. No. 


218001 


Seq. ID 


LIB314 8-031-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4455365 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


32 


% identity 


81 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


218002 


Seq. ID 


LIB3148-031-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4337192 


BLAST score 


187 


E value 


1.0e-14 


Match length 


52 


% identity 


63 


NCBI Description 


(AC006403) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


218003 


Seq. ID 


LIB314 8-031-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3832512 


BLAST score 


263 


E value 


6.0e-23 


Match length 


60 


% identity 


83 


NCBI Description 


(AF097922) granule-bound glycogen (starch) synthase 



[Astragalus membranaceus] 



30595 



II 



Seq. No. 


218004 


Seq. ID 


LIB3148-031-Q1-K1-B6 




DXjflO 1 A 


NCBI GI 


g3337361 


BLAST score 


240 


E value 


3.0e-20 


Match length 


78 


% identity 


55 


NCBI Description 


( ACO 04 4 8 1 ) ankyrin-li 


Seq. No. 


218005 


Seq. ID 


LIB314 8-031-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


291 


E value 


3.0e-26 


Match length 


72 


% identity 


75 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

218006 

LIB3148-031-Q1-K1-B9 

BLASTX 

g3249105 

377 

1.0e-36 

97 
72 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

218007 

LIB3148-031-Q1-K1-C10 

BLASTX 

g4545262 

268 

1.0e-23 

61 
74 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

218008 

LIB3148-031-Q1-K1-C5 

BLASTX 

g4567225 

284 

2.0e-25 

71 

72 

(AC007119) unknown protein [Arabidopsis thaliana] 
218009 

LIB3148-031-Q1-K1-C6 



30596 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl33867 

589 

4.0e-61 

129 

87 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



218010 

LIB314 8-031-Q1-K1-D2 

BLASTX 

gl350930 

294 

8.0e-31 

72 

96 



NCBI Description 40S RIBOSOMAL PROTEIN S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218011 

LIB3148-031-Q1-K1-D7 

BLASTX 

g3264767 

339 

8.0e-32 

131 

53 

(AF0718 93) AP2 domain containing protein [Prunus armeniaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218012 

LIB3148-031-Q1-K1-E5 

BLASTX 

gll69838 

182 

2.0e-13 

61 
51 

GIBBERELLIN-REGULATED PROTEIN 2 PRECURSOR 

>gi_2129589_pir S60230 GAST1 protein homolog (clone GASA2) 

- Arabidopsis thaliana >gi_887937 (U11765) GAST1 protein 
homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218013 
LIB314* 
BLASTX 
g22752] 
316 

3.0e-2< 

111 
60 

(AC002337) hypothetical protein [Arabidopsis thaliana] 



18-031-Q1-K1-E8 

!15 

>9 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



218014 

LIB3148-031-Q1-K1-F10 

BLASTX 
gll73218 



30597 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



240 

2.0e-20 

83 

64 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 


218015 


Seq. ID 


LIB3148-031-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl514977 


BLAST score 


174 


E value 


5.0e-13 


Match length 




% identity 


90 


NCBI Description 


(D84669) VM23 [Raphanus 


Seq. No. 


218016 


Seq. ID 


LIB3148-031-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3023190 


BLAST score 


489 


E value 


1.0e-49 


Match length 


105 


% identity 


91 


NCBI Description 


14-3-3-LIKE PROTEIN 16R 




14-3-3 protein [Solanum 


Seq. No. 


218017 


Seq. ID 


LIB3148-031-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g555973 


BLAST score 


33 


E value 


4.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Pisum sativum 14-3-3-li 


Seq. No. 


218018 


Seq. ID 


LIB3148-031-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl67336 


BLAST score 


44 


E value 


9.0e-16 


Match length 


60 


% identity 


93 


NCBI Description 


Gossypium hirsutum Lea4 



(Y11685) 



like protein mRNA, complete cds 



-A gene, complete CDS 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218019 

LIB3148-031-Q1-K1-G1 

BLASTX 

g!66949 

442 

7.0e-44 

140 

56 



30598 



© 



NCBI Description 



(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 
americana] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218020 

LIB314 8-031-Q1-K1-G7 

BLASTX 

g3211989 

660 

2.0e-69 

146 

86 

(AF068260) ADP-glucose pyrophosphorylase large subunit 
[Ipomoea batatas] 

218021 

LIB3148-031-Q1-K1-G8 

BLASTX 

g2146797 

213 

5.0e-17 

72 
39 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

218022 

LIB314 8-031-Q1-K1-G9 

BLASTN 

g2687439 

206 

1.0e-112 

226 
98 

Peltoboykinia tellimoides large subunit 26S ribosomal RNA 
gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218023 

LIB3148-031-Q1-K1-H10 

BLASTN 

g2558943 

140 

6.0e-73 

247 

95 

Gossypium hirsutum histone 3 



mRNA, complete ~cds 



218024 

LIB3148-031-Q1-K1-H12 

BLASTX 

g4337025 

262 

3.0e-23 

84 

61 

(AF123253) AIM1 protein [Arabidopsis thaliana] 



30599 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218025 

LIB3148-031-Q1-K1-H2 

BLASTX 

gll74592 

748 

8.0e-80 

141 

100 

TUBULIN ALPHA- 1 CHAIN >gi_211 9270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 


218026 


Seq. ID 


LIB3148-031-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl841355 


BLAST score 


315 


E value 


5.0e-29 


Match length 


132 


% identity 


58 


NCBI Description 


(D85381) cytochrome c oxidase subunit Vb precursor [Ory2 




sativa] 


Seq. No. 


218027 


Seq. ID 


LIB3148-032-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


44 


% identity 


66 


NCBI Description 


(AF118230) metallothionein-like protein [Gossypium 




hirsutum] 


Seq. No. 


218028 


Seq. ID 


T TD01 / O ADO TS~i 7\ A 

LI Bo 14 o-U OZ-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


218029 


Seq. ID 


LIB314 8-032-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2253415 


BLAST score 


559 


E value 


1.0e-57 


Match length 


133 


% identity 


76 


NCBI Description 


(AF007215) stress-induced cysteine proteinase [Lavatera 




thuringiaca] 


Seq. No. 


218030 



30600 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-032-Q1-K1-A7 

BLASTX 

gl351365 

185 

8.0e-14 

56 

62 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6,7 KD PROTEIN 

(CR6) >gi_2130002_pir S68969 ubiquinol — cytochrorne-c 

reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA577 68_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218031 

LIB3148-032-Q1-K1-A9 

BLASTX 

g2267567 

389 

6.0e-38 

84 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

218032 

LIB3148-032-Q1-K1-B1 

BLASTX 

g4 64 98.1 

326 

2.0e-30 

77 
78 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD ( UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

218033 

LIB3148-032-Q1-K1-B2 

BLASTX 

g3461884 

311 

1.0e-28 

86 

70 

(AB006082) phosphoribosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi_34 6188 6_dbj_BAA32529_ (AB006083) 

phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218034 

LIB314 8-032-Q1-K1-B3 

BLASTX 

g2129587 

167 

1.0e-ll 

87 

45 



30601 



NCBI Description 



gamma-glut amyitransf erase (EC 2.3.2.2) - Arabidopsis 
thaliana >gi_928934_emb_CAA8 9206__ (Z49240) gamma-glut amy 1 
transpeptidase [Arabidopsis thaliana] 

>gi_1585436_prf 2124427C gamma-Glu transpeptidase 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218035 

LIB3148-032-Q1-K1-B6 

BLASTX 

g2833375 

187 

4.0e-14 

39 
92 

DNA-DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 



Seq. No. 


218036 


Seq. ID 


LIB3148-032-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3046700 


BLAST score 


350 


E value 


4.0e-33 


Match length 


135 


% identity 


56 


NCBI Description 


(AJ0052 61) cytidine deaminase [Arabidopsis thaliana] 




>gi 3093276 emb CAA06671 (AJ005687) cytidine deaminase 




[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 




cytidine deaminase [Arabidopsis thaliana] 


Seq. No. 


218037 


Seq. ID 


LIB3148-032-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


293 


E value 


2.0e-26 


Match length 


65 


% identity 


45 


NCBI Description 


(U64906) ATFP3 [Arabidopsis thaliana] 


Seq. No. 


218038 


Seq. ID 


LIB3148-032-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2494076 


BLAST score 


301 


E value 


8.0e-28 


Match length 


67 


% identity 


84 


NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 




(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 



DEHYDROGENASE) ( GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginifolia] 



30602 



Seq. No. 


218039 


Seq. ID 


LIB3148-032-Q1-K1-C1 




£5 JjrlO 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


218040 


Seq. ID 


LIB314 8-032-Q1-K1-C5 


Method 


dLAoIa 


NCBI GI 


g4426565 


BLAST score 


164 


E value 


l.Qe-11 


Match length 


81 


% identity 


43 


NCBI Description 


(AF0314 83) unknown [ 


Seq. No. 


218041 


Seq. ID 


LIB3148-032-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g36604 67 


BLAST score 


342 


E value 


3.0e-32 


Match length 


80 


% identity 


84 


NCBI Description 


(AJ001807 ) succinyl- 




thaliana] 


Seq. No. 


218042 


Seq. ID 


LIB3148-032-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4115920 


BLAST score 


154 


E value 


4.0e-10 


Match length 


78 


% identity 


45 



succinyl-CoA-ligase alpha subunit [Arabidopsis 



NCBI Description 



(AF118222) similar to the subtilase family of serine 
proteases (Pfam: PF00082, score; 45.8, E=l.le-ll, n=2) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218043 

LIB3148-032-Q1-K1-E12 

BLASTX 

g4105097 

473 

1.0e-47 

121 
75 

(AF043255) MADS box protein 26 [Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 



218044 

LIB3148-032-Q1-K1-E2 
BLASTX 



30603 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72873 
348 

5.0e-33 

82 
66 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218045 

LIB3148-032-Q1-K1-E9 

BLASTX 

g2146727 

490 

1.0e-49 

136 
68 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 


218046 


Seq. ID 


LIB3148-032-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl33793 


BLAST score 


249 


E value 


2.0e-21 


Match length 


100 


% identity 


56 


NCBI Description 


40S RIBOSOMAL PROTEIN S15A (PPCB8) >gi 99825 




ribosomal protein S15a - rape >gi 17863 emb 




(X59983) r-protein BnS15a [Brassica napus] 


Seq. No. 


218047 


Seq. ID 


LIB314 8-032-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3068704 


BLAST score 


591 


E value 


2.0e-61 


Match length 


137 


% identity 


41 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


218048 


Seq. ID 


LIB314 8-032-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2346986 


BLAST score 


142 


E value 


9.0e-09 


Match length 


74 


% identity 


49 


NCBI Description 


(AB006605) ZPT3-3 [Petunia x hybrida] 


Seq. No. 


218049 


Seq. ID 


LIB3148-032-Q1-K1-F4 


Method 


BLASTX 



30604 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2119279 
627 

1.0e-65 

118 

100 

tubulin beta-2 chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218050 

LIB314 8-032-Q1-K1-F5 

BLASTX 

g4490309 

323 

6.0e-30 

98 

66 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218051 

LIB3148-032-Q1-K1-F9 

BLASTN 

g4104241 

69 

6.0e-31 

125 
89 

Gossypium hirsutum palmitoyl-acyl carrier protein 
thioesterase (FatBl) mRNA, partial cds 



218052 

LIB3148-032-Q1-K1-G1 

BLASTN 

g2865522 

34 

2.0e-09 

103 
91 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 



(LtCorl8) mRNA, 



218053 

LIB3148-032-Q1-K1-G4 

BLASTX 

g3152618 

444 

4.0e-44 

132 
60 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218054 

LIB3148-032-Q1-K1-G6 

BLASTX 

g 4490704 

169 



30605 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-12 

63 

49 

(AL035680) 



putative protein [Arabidopsis thaliana] 



218055 

LIB3148-032-Q1-K1-G7 

BLASTX 

g441457 

690 

5.0e-73 

131 

97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218056 

LIB3148-032-Q1-K1-G8 

BLASTX 

g3334413 

452 

4.0e-45 

123 

78 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_2502087 
(AF022926) adenosine triphosphatase; c-subunit of V-ATPase 
[Vigna radiata] 

218057 

LIB3148-032-Q1-K1-G9 

BLASTX 

gll30682 

325 

3.0e-30 

93 

67 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
218058 

LIB3148-032-Q1-K1-H1 

BLASTX 

g3600058 

282 

1.0e-25 

70 
81 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218059 

LIB3148-032-Q1-K1-H10 

BLASTX 

g3121829 

157 

2.0e-10 

64 

45 



30606 




NCBI Description CHROMATIN ASSEMBLY FACTOR I P60 SUBUNIT (CAF-I 60 KD 

SUBUNIT) >gi_2134915_pir B56731 chromatin assembly factor 

I p60 chain - human >gi_882260 (U20980) chromatin assembly 
factor-I p60 subunit [Homo sapiens] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218060 

LIB3148-032-Q1-K1-H3 

BLASTX 

g3152614 

220 

6.0e-18 

112 
41 

(AC004482) unknown protein [Arabidopsis thaliana] 



Seq. No. 


218061 


Seq. ID 


LIB3148-032-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


344 


E value 


2.0e-32 


Match length 


124 


% identity 


60 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


218062 


Seq. ID 


LIB3148-033-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4510417 


BLAST score 


357 


E value 


5.0e-34 


Match length 


87 


% identity 


79 


NCBI Description 


(AC006929) putative BEL1 homeotic protein [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218063 

LIB3148-033-Q1-K1-A4 

BLASTX 

g3080389 

411 

2.0e-40 

96 

82 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218064 

LIB314 8-033-Q1-K1-A8 

BLASTX 

g4539307 

179 

2.0e-13 

46 
74 

(AL04 9480) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



30607 



II 



Seq. No. 


218065 


Seq. ID 


LIB314 8-033-Q1-K1-A9 


Method 


BLASTX 






BLAST score 


295 


E value 


1.0e-26 


Match length 


77 


% identity 


70 


NCBI Description 


(AC007017) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


218066 


Seq. ID 


LIB3148-033-Q1-K1-B3 




JDJLjiiO 1 A 


NCBI GI 


g3158476 


BLAST score 


258 


E value 


6.0e-23 


Match length 


59 


% identity 


86 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


218067 


Seq. ID 


LIB314 8-033-Q1-K1-B5 


Method 


TDT "A OTV 


NCBI GI 


g3885884 


BLAST score 


280 


E value 


4.0e-25 


Match length 


59 


% identity 


90 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


218068 


Seq. ID 


LIB3148-033-Q1-K1-B7 


Method 


BLASTX 




gz z d z l o y 


BLAST score 


281 


E value 


2.0e-25 


Match length 


86 


% identity 


63 


NCBI Description 


(AC002329) predicted protein similar to S.pombe protein 




C5H10.03 [Arabidopsis thaliana] 


Seq. No. 


218069 


Seq. ID 


LIB314 8-033-Q1-K1-B9 


Method 


BLASTX 




gZ i bUo 30 


BLAST score 


585 


E value 


1.0e-60 


Match length 


129 


% identity 


87 


NCBI Description 


(AC003105) putative beta-ketoacyl-CoA synthase [Arabidof 




thaliana] 


Seq. No. 


218070 


Seq. ID 


LIB3148-033-Q1-K1-C10 


Method 


BLASTX 



30608 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2583128 
222 

4.0e-18 

53 
77 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
218071 

LIB3148-033-Q1-K1-C9 

BLASTX 

g2116599 

257 

3.0e-22 

70 

71 

(AB003779) leucoanthocyanidin dioxygenase [Perilla 
frutescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218072 

LIB314 8-033-Q1-K1-D12 

BLASTX 

g421941 

237 

7.0e-20 
54 

83 

GTP-binding protein, ras-related ■ 
>gi_2 9687 8_emb__CAA50609_ (X71609) 
protein [Nicotiana tabacum] 



■ common tobacco 
ras-related GTP-binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



218073 

LIB3148-033-Q1-K1-D6 

BLASTX 

g3182981 

679 

1.0e-71 

142 
86 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 

218074 

LIB3148-033-Q1-K1-D8 

BLASTX 

gl710546 

351 

3.0e-33 

81 

86 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 (U47095) putative 
ribosomal protein [Daucus carota] 

218075 

LIB3148-033-Q1-K1-E8 

BLASTX 

g3413704 

327 



30609 



II 



E value 


2.0e-30 


Match length 


74 


% identity 


74 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


218076 


Seq. ID 


LIB3148-033-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4105633 




J _) -J 


E value 


2.0e-31 


Match length 


138 


% identity 


50 


NCBI Description 


(AF048982) putative ethylene receptor [Arabidopsis 




thaliana] 


Seq. No. 


218077 


Seq. ID 


LIB314 8-033-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4185140 




J \J Zt 


E value 


2.0e-28 


Match length 


70 


% identity 


87 , 


NCBI Description 


(AC005724) putative small nuclear ribonucleoprotein E 




(snRNP-E) [Arabidopsis thaliana] 


Seq. No. 


218078 


Seq. ID 


LIB314 8-033-Q1-K1-F2 


Method 


BLASTX 


LN \^ LJ _L \JJ- 




BLAST score 


207 


E value 


2.0e-16 


Match length 


93 


% identity 


45 


NCBI Description 


(D89053) Acyl-CoA synthetase 3 [Homo sapiens] 


Seq. No. 


218079 


Seq. ID 


LIB3148-033-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


gl66919 


TDT ACT c?/-«^v-£i 
DLnol buUIfcl 


D D 


E value 


2.0e-22 


Match length 


67 


% identity 


96 


NCBI Description 


Arabidopsis thaliana alpha-6 tubulin (TUA6) gene, complete 




cds 


Seq. No. 


218080 


Seq. ID 


LIB3148-033-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl34612 


BLAST score 


328 


E value 


2.0e-30 


Match length 


69 


% identity 


88 


NCBI Description 


SUPEROXIDE DISMUTASE 1 (CU-ZN) >gi 100254 pir S08350 



30610 



superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - tomato 
>gi_19197_emb_CAA32199_ (X14040) Cu-Zn superoxide dismutase 
(AA 1-152) [Lycopersicon esculentum] >gi_170512 (M37150) 
superoxide dismutase (SOD) [Lycopersicon esculentum] 



Seq. No. 


218081 


Seq. ID 


LIB3148-033-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


474 


E value 


1.0e-47 


Match length 


91 


% identity 


91 


NCBI Description 


(AL021712) putative protein 


Seq. No. 


218082 


Seq. ID 


LIB3148-033-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl362093 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


69 


% identity 


55 


NCBI Description 


hypothetical protein (clone 




>gi yz4boz (UzUoyo) unknown 


Seq. No. 


218083 


Seq. ID 


LIB3148-033-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g4098126 


BLAST score 


153 


E value 


7.0e-81 


Match length 


161 


% identity 


99 


jNLbi Description 


Gossypium hirsutum sucrose 


Seq. No. 


218084 


Seq. ID 


LIB314 8-033-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


263 


E value 


6.0e-23 


Match length 


124 


% identity 


40 


NCBI Description 


(Y12464) serine/threonine k 


Seq. No. 


218085 


Seq. ID 


LIB3148-033-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2809385 


BLAST score 


295 


E value 


8.0e-27 


Match length 


57 


% identity 


96 


NCBI Description 


(AF02 4 634) NADPH cytochrome 




crispum] 



[Arabidopsis thaliana] 



30611 



Seq. No. 


218086 


Seq. ID 


LIB3148-033-Q1-K1-H5 


Method 


BLASTX 


IN D ± O -L 


y 3 0 ft O DU 0 


BLAST score 


176 


E value 


1.0e-12 


Match length 


66 


% identity 


55 


NCBI Description 


(AC005395) hypothetical protein 


Seq. No. 


218087 


Seq. ID 


LIB3148-033-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4539447 


njjAoi score 


I/O 


E value 


2.0e-12 


Match length 


139 


% identity 


32 


NCBI Description 


(AL049523) retrotransposon like ] 




thaliana] 


Seq. No. 


218088 


Seq. ID 


LIB3148-034-Q1-K1-A10 


Method 


BLASTX 


\TPpT CT 




BLAST score 


203 


E value 


1.0e-17 


Match length 


84 


% identity 


52 


NCBI Description 


(AC005770) putative MTN3 protein 


Seq. No. 


218089 


Seq. ID 


LIB3148-034-Q1-K1-A5 


Method 


BLAST N 


NCBI GI 


g3449312 


DJ-ii-iO 1 bLOIc 


o o 


E value 


9.0e-ll 


Match length 


72 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA 




K16L22, complete sequence [Arabi 


Seq. No. 


218090 


Seq. ID 


LIB3148-034-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


168 


E value 


6.0e-12 


Match length 


33 


% identity 


91 



chromosome 5, TAC clone: 



NCBI Description 



40S RIBOSOMAL PROTEIN S8 >gi_968 902_dbj_BAA07207_ 
ribosomal protein S8 [Oryza sativa] 



(D38010) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218091 

LIB314 8-034-Q1-K1-B3 

BLASTX 

g3021357 



30612 



CI 



Dijnu 1 oLUIc 


1 fi^ 

J- U u 


E value 


3.0e-ll 


Match length 


27 


% identity 


96 


NCBI Description 


(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 




tetragonoloba] 


Seq. No. 


218092 


Seq. ID 


LIB3148-034-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


443 


£j ValUS 


z . ue 4 ^ 


Match length 


81 


% identity 


100 


NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi 2119270 pir S60233 alph, 




- garden pea >gi_525332 (U12589) alpha-tubulin [Pi: 




sativum] 


Seq. No. 


218093 


Seq. ID 


LIB3148-034-Q1-K1-B7 


Method 


BLASTX 


MpDT (ZT 
LNvDl Ui 


y o o f± o / u 


BLAST score 


171 


E value 


4.0e-12 


Match length 


35 


% identity 


86 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


218094 


Seq. ID 


LIB314 8-034-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2493052 


BLAST score 


326 


E value 


z . ue o u 


Match length 


69 


% identity 


84 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 




>giJL655486_dbj_BAA13602_ (D88377) epsilon subunit 




mitochondrial Fl-ATPase [Arabidopsis thaliana] 


Seq. No. 


218095 


Seq. ID 


LIB3148-034-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4558552 


"RT ACT 1 <=• r*r^,va 


one 


E value 


6.0e-28 


Match length 


108 


% identity 


36 


NCBI Description 


(AC007138) putative P-glycoprotein-like protein 




[Arabidopsis thaliana] 


Seq. No. 


218096 


Seq. ID 


LIB3148-034-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2501353 


BLAST score 


353 



30613 



E value 
Match length 
% identity 
NCBI Description 



2.0e-33 

79 
87 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA8 6607_ (Z46646) transketolase 
[Craterostigma plantagineum] 



Seq. No. 


218097 


Seq. ID 


LIB3148-034-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


347 


E value 


5.0e-33 


Mstch 1 pnrrth 


97 


% identity 


64 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seq. No. 


218098 


Seq. ID 


LIB314 8-034-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3287683 


BLAST score 


154 


E value 


4.0e-10 


Match length 


65 


% identity 


18 


NCBI Description 


(AC003979) Similar to apoptosis protein 




Mus musculus . [Arabidopsis thaliana] 


Seq. No. 


218099 


Seq. ID 


LIB314 8-034-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll72874 


BLAST score 


405 


E value 


1.0e-39 


Match length 


129 


% identity 


64 



NCBI Description 



DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_4 7 958 9_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi__391608_dbj_BAA0154 6__ (D10703) rd22 

[Arabidopsis thaliana] >gi_447 134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218100 

LIB3148-034-Q1-K1-E1 

BLASTX 

gl085595 

164 

2.0e-ll 

51 
63 

1-aminocyclopropane-l-carboxylate oxidase - Prunus persica 
>gi_4 52671_emb_CAA54 4 4 9_ (X77232) 

1-aminocyclopropane-l-carboxylate oxidase [Prunus persica] 
>gi_3510500 (AF0267 93) 1-aminocyclopropane-l-carboxylate 
oxidase; ACC oxidase [Prunus armeniaca] 



30614 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



218101 

LIB3148-034-Q1-K1-E10 

BLASTX 

g3559814 

400 

2.0e-39 

97 
81 

(Y15781) transketolase 1 



[Capsicum annuum] 



218102 

LIB3148-034-Q1-K1-E12 

BLASTX 

g2252871 

178 

4.0e-13 

104 
43 

(AF013294) No definition line found [Arabidopsis thaliana] 
218103 

LIB3148-034-Q1-K1-F1 

BLASTX 

gl565225 

212 

6.0e-17 

84 
52 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
218104 

LIB3148-034-Q1-K1-F10 

BLASTX 

gl707017 

196 

1.0e-16 

60 
75 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



218105 

LIB3148-034-Q1-K1-F12 

BLASTX 

g2147328 

247 

4.0e-21 

126 
41 

dioscorin class B - Dioscorea cayenensis 



(fragment) 



218106 

LIB3148-034-Q1-K1-F3 

BLASTX 

g2880049 

325 

3.0e-30 
124 



30615 



% identity 


55 


NCBI Description 


(AC002340) ] 


Seq. No. 


218107 


Seq. ID 


LIB3148-034' 


Method 


BLASTX 




gzoouu4 y 


BLAST score 


204 


E value 


5.0e-16 


Match length 


126 


% identity 


41 


NCBI Description 


(AC002340) ] 


Seq. No. 


218108 


Seq. ID 


LIB3148-034' 


Method 


BLASTN 




g4 14ojI 


BLAST score 


33 


E value 


6.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Glycine max 


Seq. No. 


218109 


Seq. ID 


LIB3148-034' 


Method 


BLASTN 


NCBI GI 


„ n O o 1 Ton 

g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus lae - 


Seq. No. 


218110 


Seq. ID 


LIB3148-034 


Method 


BLASTX 


NCBI GI 


g2688830 


BLAST score 


277 


E value 


1.0e-38 


Match length 


117 


% identity 


71 


NCBI Description 


(AF000952) ; 


Seq. No. 


218111 


Seq. ID 


LIB3148-034 


Method 


BLASTX 


NCBI GI 


g4432866 


BLAST score 


189 


E value 


3.0e-14 


Match length 


115 


% identity 


36 


NCBI Description 


(AC006300) ] 




thaliana] 


Seq. No. 


218112 


Seq. ID 


LIB3148-034' 


Method 


BLASTX 



(AC002340) hypothetical protein [Arabidopsis thaliana] 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4457221 
237 

6.0e-20 

63 

78 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218113 

LIB3148-034-Q1-K1-H7 

BLASTX 

g3659907 

293 

2.0e-26 

73 
75 

(AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 

218114 

LIB3148-035-Q1-K1-A5 

BLASTX 

g4105798 

443 

4.0e-44 

124 

55 

(AF049930) PGP237-11 [Petunia x hybrida] 
218115 

LIB314 8-035-Q1-K1-A7 

BLASTX 

g4559334 

225 

2.0e-18 

120 

37 

(AC007087) unknown protein [Arabidopsis thaliana] 
218116 

LIB314 8-035-Q1-K1-A9 

BLASTX 

g3128181 

408 

6.0e-40 

111 

76 

(AC004521) unknown protein [Arabidopsis thaliana] 
218117 

LIB314 8-035-Q1-K1-B10 

BLASTX 

gl840425 

140 

1.0e-08 

36 
67 
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NCBI Description (U3658 6) alcohol dehydrogenase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218118 

LIB314 8-035-Q1-K1-B11 

BLASTN 

g3869074 

63 

7.0e-27 

83 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMI9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218119 

LIB3148-035-Q1-K1-B12 

BLASTX 

g461735 

424 

4.0e-42 

88 
99 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 

>gi_4 7 878 5__pir S29315 chaperonin 60 - cucurbit 

>gi_12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 
sp. ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218120 

LIB3148-035-Q1-K1-B4 

BLASTX 

g2583123 

217 

1.0e-17 

128 

33 

(AC002387] 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218121 

LIB3148-035-Q1-K1-B7 

BLASTX 

gl717975 

286 

1.0e-25 

97 

54 

14.5 KD T RAN S L AT I ONAL INHIBITOR PROTEIN (P14.5) (UK114 
ANTIGEN HOMOLOG) >gi_1177435_emb_CAA64 670_ (X95384) 14.5 
kDa translational inhibitor protein, pl4.5 [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218122 

LIB314 8-035-Q1-K1-B8 

BLASTX 

g4105097 

542 

1.0e-55 

120 
85 
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NCBI Description 


(AF043255) MADS box protein 26 


Seq. No. 


218123 


Seq. ID 


LIB3148-035-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


218124 


Seq. ID 


LIB314 8-035-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


a3928142 


BLAST score 


472 


E value 


2.0e-47 


Match length 


130 


% identity 


18 


NCBI Description 


(AJ131045) protein phosphatase 


Seq. No. 


218125 


Seq. ID 


LIB3148-035-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2191187 


JDJ_!rTtK_> J. DL.UIC 


237 


E value 


7.0e-20 


Match length 


131 


% identity 


20 


NCBI Description 


(AF007271) contains similarity ■ 




[Arabidopsis thaliana] 


Seq. No. 


218126 


Seq. ID 


LIB3148-035-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4512664 


BLAST score 


. 270 


E value 


9.0e-24 


Match length 


67 


% identity 


81 



[Cicer arietinum] 



NCBI Description 



(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218127 

LIB3148-035-Q1-K1-D12 

BLASTX 

gll70373 

392 

2.0e-38 

105 
73 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_107 24 7 3_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684__ (X74 604) heat shock protein 70 
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cognate [Arabidopsis thaliana] 



Seq. No. 


218128 


Seq. ID 


LIB3148-035-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


368 


E value 


3.0e-35 


Match length 


80 


% identity 


80 


NCBI Description 


(AL035539) putative pectim 


Seq. No. 


218129 


Seq. ID 


LIB314 8-035-O1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


274 


E value 


2.0e-31 


Match length 


78 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


218130 


Seq. ID 


LIB3148-035-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g543868 


BLAST score 


185 


E value 


5.0e-14 


Match length 


41 


% identity 


80 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, 




>gi_1076683_pir B47493 H+- 




3.6.1.34) epsilon chain - : 




>gi_303625_dbj__BAA03527_ (1 




[Ipomoea batatas] 



(EC 



sweet potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218131 

LIB314 8-035-Q1-K1-E9 

BLASTX 

gl89422 

391 

3.0e-42 

135 
59 

(M32110) proliferating cell nuclear protein P120 [Homo 
sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218132 

LIB3148-035-Q1-K1-F1 

BLASTX 

g2500981 

551 

1.0e-56 

126 

80 

GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE — TRNA LIGASE) (GLURS) 
>gi 1084418 pir S51685 glutamate — tRNA ligase (EC 
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6.1.1.17) - common tobacco >gi__6038 67_emb_CAA58506_ 
(X83524) glutamate — tRNA ligase [Nicotiana tabacum] 



Seq. No. 


218133 


q 0 rr T Fl 

oeq. ±U 


t.tr^i 48-rnR-m -K1 -F1 0 


Method 


BLASTX 


NCBI GI 


g3386614 


BLAST score 


564 


E value 


3.0e-58 


Match length 


134 


% identity 


42 


NCBI Description 


(AC004665) putative transcription factor SF3 [Arabidoj 




thaliana] 


CfZipr "Kin 


218134 


Seq. ID 


LIB3148-035-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4559334 


BLAST score 


293 


E value 


1.0e-26 


Match length 


95 


% identity 


48 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218135 


beq. lu 




Method 


BLASTX 


NCBI GI 


g3549681 


BLAST score 


309 


E value 


2.0e-28 


Match length 


119 


% identity 


52 


NCBI Description 


(AL031394) male sterility 2-like protein [Arabidopsis 




thaliana] 


o t2 q ■ IN (J . 


91 81 ^6 

Z. J. O J- J u 


Seq. ID 


LIB3148-035-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl617206 


BLAST score 


354 


E value 


1.0e-33 


Match length 


77 


% identity 


82 


NCBI Description 


(Z72489) CP12 [Pisum sativum] 


oeq. no. 


oi pi r>n 
L ± O J_ 3 I 


Seq. ID 


LIB3148-035-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3242704 


BLAST score 


272 


E value 


4.0e-24 


Match length 


82 


% identity 


59 


NCBI Description 


(AC003040) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


218138 


Seq. ID 


LIB314 8-035-Q1-K1-G10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4371280 

435 

4.0e-43 

133 
67 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
218139 

LIB314 8-035-Q1-K1-G4 

BLASTX 

gl800281 

198 

2.0e-24 

89 
14 

(U82086) polyubiquitin [Fragaria x ananassa] 
218140 

LIB314 8-035-Q1-K1-H1 

BLASTX 

g485514 

354 

1.0e-33 

79 

86 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 

218141 

LIB3148-035-Q1-K1-H10 

BLASTX 

g2493146 

157 

5.0e-ll 

47 
70 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar HH — ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218142 

LIB314 8-035-Q1-K1-H4 

BLASTX 

g4193382 

319 

1.0e-29 

86 
72 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



218143 

LIB314 8-035-Q1-K1-H5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3914394 

174 

1.0e-12 

37 
86 

2, 3-BISPH0SPH0GLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 



Seq. No. 


218144 


Seq. ID 


LI Bo 14 bf-U ob-Ql-Kl-Ho 


Method 


BLASTN 


NCBI GI 


g2104680 


BLAST score 


35 


E value 


4.0e-10 


Match length 


94 


% identity 


85 


NCBI Description 


V.faba mRNA for putative transciption factor 


Seq. No. 


218145 


Seq. ID 


LIB314 8-035-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


284 


E value 


2.0e-44 


Match length 


101 


% identity 


92 


NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


Seq. No. 


218146 


Seq. ID 


LIB3148-036-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


507 


E value 


1.0e-51 


Match length 


11-3 


% identity 


88 


NCBI Description 


(AC004557) F17L21.10 [Arabidopsis thaliana] 


Seq. No. 


218147 


Seq. ID 


LIB3148-036-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3033385 


BLAST score 


291 


E value 


3.0e-26 


Match length 


122 


% identity 


53 


NCBI Description 


(AC004238) similar to Human XE169 protein (e; 




X-chromosome inactivation) [Arabidopsis thai: 


Seq. No. 


218148 


Seq. ID 


LIB3148-036-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2281649 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



377 

2.0e-36 

132 
60 

(AF003105) AP2 domain containing protein RAP2 . 12 
[Arabidopsis thaliana] 

218149 

LIB3148-036-Q1-K1-B1 

BLASTX 

g4006924 

527 

5.0e-54 

117 
80 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

218150 

LIB3148-036-Q1-K1-B10 

BLASTX 

g3334261 

141 

1.0e-08 

48 
56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218151 

LIB314 8-036-Q1-K1-B6 

BLASTX 

g417360 

239 

3.0e-20 

90 

44 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_143134 6_emb_CAA9878 6_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



Seq. No. 218152 

Seq. ID LIB314 

Method BLASTX 

NCBI GI gl3620 

BLAST score 381 

E value 9.0e-3 

Match length 93 

% identity 82 

NCBI Description small 
>gi_87 



8-036-Q1-K1-B7 

65 
7 



GTP-binding protein - garden pea 

1506_emb_CAA90081_ (Z49901) small GTP-binding protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Pisum sativum] 
218153 

LIB3148-036-Q1-K1-C11 

BLASTX 

g461903 

146 

2.0e-09 

33 
88 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_405129 
(L14844) cyclophilin [Arabidopsis thaliana] 
>gi_44 90326_emb_CAB38608.1_ (AL035656) peptidylprolyl 
isomerase R0C1 [Arabidopsis thaliana] 

218154 

LIB314 8-036-Q1-K1-C8 

BLASTX 

gll9354 

550 

1.0e-56 

116 
94 

ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi 82082 pir JQ1185 
phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 

218155 

LIB314 8-036-Q1-K1-D12 

BLASTX 

gl703380 

572 

4 .Oe-59 

109 
99 

ADP-RIBOSYLATION FACTOR >gi_1132483_db j_BAA0 4 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



218156 

LIB3148-036-Q1-K1-D7 

BLASTN 

g296442 

33 

6.0e-09 

65 

88 

G.max ADR11 mRNA 
218157 

LIB314 8-036-Q1-K1-D8 

BLASTX 

g3790567 

220 

7.0e-18 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



91 
47 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 

218158 

LIB3148-036-Q1-K1-D9 

BLASTX 

g2829896 

104 

8.0e-09 

109 
37 

(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033__18591 [Arabidopsis thaliana] 

218159 

LIB3148-036-Q1-K1-F12 

BLASTN 

g2160155 

38 

6.0e-12 

74 
88 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

218160 

LIB314 8-036-Q1-K1-F4 

BLASTX 

g3851636 

375 

5.0e-36 

85 
85 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 

4 OS ribosome protein S7 [Avicennia marina] 



218161 

LIB314 8-036-Q1-K1-F6 

BLASTX 

gll72004 

711 

2.0e-75 

148 
95 

PHENYLALANINE AMMON I A- L YAS E >gi_134 5583_emb_CAA5358 1_ 
(X75967) phenylalanine ammonium lyase [Vitis vinifera] 

218162 

LIB314 8-036-Q1-K1-G10 

BLASTX 

g2781345 

252 

9.0e-22 

108 
49 
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NCBI Description (AC003113) F2401.2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218163 

LIB3148-036-Q1-K1-G11 

BLASTX 

g2129552 

511 

5.0e-52 

118 
54 

calcium-dependent protein kinase 19 - Arabidopsis thaliana 
(fragment) 



Seq. No. 


218164 


Seq. ID 


LIB3148-036-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


goUo U4 uz 


BLAST score 


274 


E value 


3.0e-24 


Match length 


69 


% identity 


77 


NCBI Description 


(AL022603) putative NADPH quinone oxidoreductase 




[Arabidopsis thaliana] >gi_4 4 55266_emb_CAB36802 . 1_ 




(AL035527) putative NADPH quinone oxidoreductase 




[Arabidopsis thaliana] 


Seq. No. 


218165 


Seq. ID 


LI Bo 14 o-UoD-Ql-Ki-bO 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


198 


E value 


3.0e-15 


Match length 


58 


% identity 


67 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218166 


Seq. ID 


LIB3148-036-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g2264318 


BLAST score 


34 


E value 


2.0e-09 


Match length 


219 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MUP24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


218167 


Seq. ID 


LIB3148-036-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3080393 


BLAST score 


258 


E value 


2.0e-22 


Match length 


51 


% identity 


90 



NCBI Description (AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 
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o 



Seq. No. 


218168 




Seq. ID 


LIB3148-036-Q1-K1-H5 




l L- 1 


.LJ-LJiT.kJ X /\ 




NCBI GI 


g4454042 




BLAST score 


597 




E value 


5.0e-62 




Match length 


148 




% identity 


72 




NCBI Description 


(AL035394) putative protein 


[Arabidopsis thaliana] 


Seq. No. 


218169 




Seq. ID 


LIB3148-037-Q1-K1-A10 




Method 


BLASTX 




NCBI GI 


g2801536 




BLAST score 


379 




E value 


1.0e-36 




Match length 


118 




% identity 


61 




NCBI Description 


(AF039531) lysophospholipase 


homolog [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218170 

LIB3148-037-Q1-K1-A2 

BLASTX 

g3851636 

317 

2.0e-36 

92 

86 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4 12 8206 
40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218171 

LIB3148-037-Q1-K1-A4 

BLASTX 

gl632831 

397 

8.0e-39 



(Z49698) orf [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218172 

LIB3148-037-Q1-K1-A7 

BLASTX 

g485514 

350 

4.0e-33 

132 
58 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA4 9341__ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 



218173 

LIB3148-037-Q1-K1-A8 
BLASTX 



30628 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g584794 
561 

7.0e-58 
143 

77 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_282953__pir A41779 H+-transporting ATPase {EC 3.6.1.35) 

- curled-leaved tobacco >gi_17028 9 (M8048 9) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

218174 

LIB3148-037-Q1-K1-A9 

BLASTX 

g3150415 

656 

5.0e-69 

140 

37 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) sec!3-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218175 

LIB3148-037-Q1-K1-B1 

BLASTX 

g3388157 

168 

8.0e-12 

104 
44 

(AF079556) poly (ADP-ribose) 
melanogaster ] 



glycohydrolase [ Drosophila 



218176 

LIB3148-037-Q1-K1-B11 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
218177 

LIB3148-037-Q1-K1-B2 

BLASTX 

g3367517 

163 

3.0e-ll 

37 
76 

(AC004392) Similar to F4I1.26 putative beta-glucosidase 
gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 
gb_N97083, gb_F19868 and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 



218178 



30629 






Seq. ID 


LIB3148-037-Q1-K1-B5 




Method 


BLASTX 




NCBI GI 


g2924520 




DT ACT 1 criAm 


l q n 




E value 


1.0e-49 




Match length 


121 




% identity 


82 




NCBI Description 


(AL022023) plasma membrane intrinsic protein (SIMIP) 






[Arabidopsis thaliana] 




Seq. No. 


218179 




Seq. ID 


LIB3148-037-Q1-K1-C1 




Method 


BLASTX 




Nbh5l bl 


g jjU y 1 1 U 




BLAST score 


251 




E value 


1.0e-21 




Match length 


119 




% identity 


47 


o 


NCBI Description 


(AF071314) C0P9 complex subunit 4 [Mus musculus] 


-n 

m 


Seq. No. 


218180 




Seq. ID 


LIB3148-037-Q1-K1-C10 




Method 


BLASTX 




JNbnl bl 


g j y o bo 


o 


BLAST score 


314 


Li. 


E value 


4.0e-29 




Match length 


96 




% identity 


67 




NCBI Description 


(AF031244) nodulin-like protein [Arabidopsis thaliana] 




Seq. No. 


218181 




Seq. ID 


LIB3148-037-Q1-K1-C11 




Method 


BLASTX 




INIbDl bl 


rrO QQ CM Q"3 

gz yo u / yo 




BLAST score 


436 


Q 


E value 


2.0e-43 




Match length 


113 




% identity 


73 




NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 




Seq. No. 


218182 




Seq. ID 


LIB3148-037-Q1-K1-C2 




Method 


BLASTX 




WLbl bl 


gz y o u / / u 




BLAST score 


371 




E value 


9.0e-36 




Match length 


79 




% identity 


87 




NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 




Seq. No. 


218183 




Seq. ID 


LIB3148-037-Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


g3063396 




BLAST score 


476 




E value 


4.0e-48 




Match length 


109 



30630 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AB012947) 



vcCyP [Vicia faba] 



218184 

LIB314 8-037-Q1-K1-C8 

BLASTX 

g461753 

362 

2.0e-34 

115 
69 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 


218185 


Seq. ID 


LIB3148-037-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3335375 


BLAST score 


187 


E value 


5.0e-14 


Match length 


39 


% identity 


77 


NCBI Description 


(AC003028) putative amidase [Arabidopsis 


Seq. No. 


218186 


Seq. ID 


LIB3148-037-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3719211 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


42 


% identity 


76 


NCBI Description 


(U97021) UIP2 [Arabidopsis thaliana] 



Seq. No. 


218187 


Seq. ID 


LIB3148-037-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4567249 


BLAST score 


543 


E value 


9.0e-56 


Match length 


141 


% identity 


71 


NCBI Description 


(AC007070) hypotheti 


Seq. No. 


218188 


Seq. ID 


LIB3148-037-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4033467 


BLAST score 


247 


E value 


5.0e-21 


Match length 


84 


% identity 


67 


NCBI Description 


ARGININE/ SERINE-RICH 



>gi_1707366_emb_CAA67798_ (X99435) splicing factor 



30631 




[Arabidopsis thaliana] 





Seq. No. 


218189 




oeq. iJJ 






Method 


BLASTX 




NCBI GI 


g3329368 




BLAST score 


337 




E value 


1.0e-31 




Match length 


97 




% identity 


69 




NCBI Description 


(AF031244) nodulin-like protein [Arabidopsis thaliana] 




Seq. No. 


218190 




oeq. iJJ 


T T"R"31 A Q — Ci "3.1 — m —VTl —T?0 

Liijji^o uj / yi i\i dz 




Method 


BLASTX 




NCBI GI 


g2204236 




BLAST score 


404 




E value 


1.0e-39 




Match length 


92 




% identity 


87 




NCBI Description 


(Y13861) enoyl-ACP reductase [Nicotiana tabacum] 


yj 


Seq. No. 


218191 




Seq. ID 


LIB3148-037-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


gluts 4 i 




BLAST score 


395 


y s 


E value 


2.0e-38 




Match length 


113 




% identity 


61 


ri 


NCBI Description 


endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG2) 






- common nasturtium (fragment) >gi 311837 emb CAA48325 


i=~ 




(X68255) cellulase [Tropaeolum majus] 




Seq. No. 


218192 




Seq. ID 


LIB3148-037-Q1-K1-E7 




Method 






NCBI GI 


gl777669 




BLAST score 


55 




E value 


2.0e-22 




Match length 


55 




% identity 


100 




NCBI Description 


Kalanchoe daigremontiana 18S ribosomal RNA gene, partial 






sequence 




Seq. No. 


218193 




beq. ID 


LIBol4o-U 3 /-Ql-Kl-Ey 




Method 


BLASTX 




NCBI GI 


g3237190 




BLAST score 


170 




E value 


4.0e-12 




Match length 


60 




% identity 


55 




NCBI Description 


(AB014760) cystein proteinase -inhibitor [Cucumis sativus] 




Seq. No. 


218194 




Seq. ID 


LIB3148-037-Q1-K1-F1 



30632 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006875 

148 

1.0e-09 
61 

57 

(Z99707) putative protein [Arabidopsis thaliana] 
218195 

LIB3148-037-Q1-K1-F2 

BLASTX 

g3236242 

377 

2.0e-36 

95 
80 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218196 

LIB3148-037-Q1-K1-F7 

BLASTX 

g3850569 

141 

1.0e-08 

44 
44 

(AC005278) 
from this 



ESTs gb_T21276, gb_T45403, and gb_AA586113 come 
gene. [Arabidopsis thaliana] 



218197 

LIB314 8-037-Q1-K1-F8 

BLAST N 

g3821780 

33 

6.0e-09 

33 
58 

Xenopus laevis cDNA clone 27A6-1 
218198 

LIB3148-037-Q1-K1-G1 

BLASTX 

gl694976 

358 

2.0e-34 

76 

86 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218199 

LIB314 8-037-Q1-K1-G3 

BLASTX 

gl362010 

297 



30633 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-27 

84 
19 

ubiquitin-like protein 9 



Arabidopsis thaliana 



218200 

LIB3148-037-Q1-K1-G5 

BLASTX 

g2980770 

529 

4.0e-54 

116 

85 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
218201 

LIB3148-037-Q1-K1-G6 

BLASTX 

gl709535 

545 

5.0e-56 

135 
79 

DELTA 1 - PYRROL I NE - 5 - C ARBOX YLAT E SYNTHETASE B (P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE ( GAMMA- GLUTAMYL KINASE) (GK) ; 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
{ GLUTAMATE-5- SEMI ALDEHYDE DEHYDROGENASE ) 
(GLUTAMYL-GAMMA-SEMIALDE. . . >gi_887 388_emb__CAA60447__ 
(X86778) pyrroline-5-carboxylate synthetase B [Arabidopsis 
thaliana] >gi_1669658_emb_CAA7 0527_ (Y09355) 
pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 



Seq. No. 


218202 


Seq. ID 


LIB3148-037-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4138109 


BLAST score 


357 


E value 


3.0e-34 


Match length 


100 


% identity 


70 


NCBI Description 


(AJ0 06414) spermidine 


Seq. No. 


218203 


Seq. ID 


LIB3148-037-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl518113 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


62 


% identity 


56 


NCBI Description 


(U66193) SLL2 [Brassi< 


Seq. No. 


218204 


Seq. ID 


LIB3148-037-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2921340 


BLAST score 


660 



30634 



E value 


2.0e-69 


Match length 


139 


% identity 


83 


NCBI Description 


(AF034134) MYB-like DNA- 




hirsutum] 


Seq. No. 


218205 


Seq. ID 


LIB3148-037-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2465925 


BLAST score 


294 


E value 


2.0e-26 


Match length 


127 


% identity 


50 


NCBI Description 


(AF024649) receptor-like 




[Arabidopsis thaliana] 


Seq. No. 


218206 


Seq. ID 


LIB3148-037-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 




BLAST score 


262 


E value 


9.0e-23 


Match length 


109 


% identity 


58 


NCBI Description 


(AF052585) CONS TANS - 1 i ke 


Seq. No. 


^_ 

218207 


Seq. ID 


LIB3148-038-Q1-K1-A4 


Method 


BLASTX 




j jod to 


BLAST score 


200 


E value 


1.0e-15 


Match length 


93 


% identity 


44 


NCBI Description 


(AC006586) unknown prote: 


Seq. No. 


218208 


Seq. ID 


LIB3148-038-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3746069 




1 47 


E value 


2.0e-09 


Match length 


97 


% identity 


33 


NCBI Description 


(AC005311) putative revei 




thaliana] 


Seq. No. 


218209 


Seq. ID 


LIB3148-038-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2909781 


BLAST score 


495 


E value 


4.0e-50 


Match length 


133 


% identity 


76 



NCBI Description (AF020288) MgATP-energized glutathione S-conjugate pump 



30635 



II 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218210 

LIB3148-038-Q1-K1-B2 

BLASTX 

g4096662 

665 

4.0e-70 

130 

98 

(U35026) Rabl-like small GTP-binding protein [Petunia x 
hybrida] 

218211 

LIB3148-038-Q1-K1-B9 

BLAST N 

g3687405 

55 

3.0e-22 

99 

89 

Lycopersicon esculentum mRNA for hypothetical protein 
218212 

LIB3148-038-Q1-K1-C1 

BLASTX 

g2274859 

396 

2.0e-38 

73 
97 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4 510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 

218213 

LIB3148-038-Q1-K1-C11 

BLASTX 

gl009363 

324 

4.0e-30 

98 

68 

(D67086) RGP-3 [Nicotiana sylvestris] 
218214 

LIB3148-038-Q1-K1-C3 

BLASTX 

g4406807 

389 

1.0e-37 

83 
88 

(AC006201) putative elongation factor beta-1 [Arabidopsis 
thaliana] 



30636 



Seq. No. 
Seq. ID 
Method 



218215 

LIB3148-038-Q1-K1-C5 
BLASTX 





y H U *i \J c. JL 


BLAST score 


158 


E value 


1.0e-10 


Match length 


37 


% identity 


81 


NCBI Description 


60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_28037 4_pir 




ribosomal protein ML16 - common ice plant 




>gi_19539_emb_CAA49175_ (X69378) ribosomal protein 




[Mesembryanthemum crystallinum] 




91 891 fs 
c. 1 0 1 0 


Seq. ID 


LIB314 8-038-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4455246 


BLAST score 


546 


E value 


4.0e-56 


Match length 


135 


% identity 


75 


NCBI Description 


(AL035523) putative protein [Arabidopsis thaliana] 


Seq. No. 


218217 


beq. iu 




Method 


BLASTN 


NCBI GI 


g3985955 


BLAST score 


39 


E value 


1.0e-12 


Match length 


83 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MTH16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


218218 


Seq. ID 


LIB314 8-038-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2507442 


BLAST score 


215 


E value 


1.0e-17 


Match length 


42 


% identity 


90 



S28586 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_1419685_emb_CAA67207_ (X98618) TCTP-like protein 
[Medicago sativa] 

218219 

LIB314 8-038-Q1-K1-D6 

BLASTX 

g3790100 

362 

1.0e-34 

73 
89 

(AF095520) pyrophosphate-dependent phosphof ructokinase beta 
subunit [Citrus X paradisi] 



30637 



II 



Seq. No. 


218220 


Seq. ID 


LIB3148-038-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl703380 




568 


E value 


1.0e-58 


Match length 


108 


% identity 


99 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi_JL1324 83_dbj_BAA04 607_ (D17760; 




ADP-ribosylation factor [Oryza sativa] 


Seq. No. 


218221 


Seq. ID 


LIB3148-038-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2497543 


BLAST score 


268 


Tnl hp 

H i VO.JLU.CJ 


1 . Oe-23 


Match length 


128 


% identity 


45 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_5420 61_pir S41379 




pyruvate kinase - common tobacco >gi 444023 emb CAA82628 




(Z29492) pyruvate kinase [Nicotiana tabacum] 


Seq. No. 


218222 


Seq. ID 


LIB3148-038-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3879543 


r5j_ii-i.Di score 


1 OA 
10U 


E value 


3.0e-13 


Match length 


67 


% identity 


54 


NCBI Description 


(Z50071) similar to ATP-dependent helicase; cDNA EST 




EMBL:D73826 comes from this gene [Caenorhabditis elegans] 


Seq. No. 


218223 


Seq. ■ ID 


LIB3148-038-Q1-K1-E7 


Method 


BLASTX 






BLAST score 


232 


E value 


3.0e-19 


Match length 


66 


% identity 


65 


NCBI Description 


(U57350) epoxide hydrolase [Nicotiana tabacum] 


Seq. No. 


218224 


Seq. ID 


LIB314 8-038-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g730290 


BLAST score 


456 


E value 


1.0e-45 


Match length 


128 


% identity 


62 


NCBI Description 


PECTATE LYASE PRECURSOR >gi 322883 pir S29612 pectate 




lyase - trumpet lily >gi 19451 emb CAA78976 (Z17328) 




pectate lyase [Lilium longiflorum] >gi_308902 (L18911) 




pectate lyase [Lilium longiflorum] 



30638 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218225 

LIB314 8-038-Q1-K1-F5 

BLASTX 

g4512667 

403 

2.0e-39 

118 

65 

(AC006931) putative MAP 



kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



218226 

LIB314 8-038-Q1-K1-F6 

BLASTX 

g3201617 

167 

5.0e-12 

43 

65 

(AC004 669) hypothetical protein [Arabidopsis thaliana] 
218227 

LIB314 8-038-Q1-K1-G2 

BLASTX 

g2244732 

265 

9.0e-24 

54 
94 

(DS8413) endo-xyloglucan transferase [Gossypium hirsutum] 
218228 

LIB3158-038-Q1-K1-G9 

BLASTX 

gl076331 

308 

3.0e-28 

74 
80 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >giJ744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 

218229 

LIB314 8-038-Q1-K1-H10 

BLASTX 

g606942 

282 

6.0e-26 

97 
57 

(U137 60) unknown [Gossypium hirsutum] 
218230 

LIB3148-038-Q1-K1-H11 

BLASTX 

g!483563 



30639 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 

8.0e-31 

85 

87 

(X99825) leucine aminopeptidase [ Petroselinum crispum] 
218231 

LIB314 8-038 -Q1-K1-H12 

BLASTX 

gl703282 

217 

8.0e-18 

62 
84 

CHLOROPLAST AMINOPEPTIDASE PRECURSOR (LEUCINE 
AMINOPEPTIDASE) (LAP) (LEUCYL AMINOPEPTIDASE) (PROLINE 
AMINOPEPTIDASE) (PROLYL AMINOPEPTIDASE) 

>gi_542082_pir S41376 leucyl aminopeptidase (EC 3.4.11.1) 

- potato >gi_443979_emb_CAA54314_ (X77015) leucine 
aminopeptidase [Solanum tuberosum] 

218232 

LIB3148-038-Q1-K1-H2 

BLASTX 

gl658197 

576 

1.0e-59 

135 

78 

(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U74 631) calreticulin [Ricinus communis] 



Seq. No. 


218233 




Seq. ID 


LIB3148-038-Q1-K1 


-H9 


Method 


BLASTX 




NCBI GI 


g606942 




BLAST score 


477 




E value 


5.0e-48 




Match length 


120 




% identity 


74 




NCBI Description 


(U13760) unknown 


[Gossypium hirsutum] 


Seq. No. 


218234 




Seq. ID 


LIB3148-039-Q1-K1 


-A8 


Method 


BLASTN 




NCBI GI 


g2275090 




BLAST score 


173 




E value 


1.0e-92 




Match length 


193 




% identity 


97 




NCBI Description 


Swietenia humilis 


DNA for simple tandem 


Seq. No. 


218235 




Seq. ID 


LIB3148-039-Q1-K1- 


-A9 


Method 


BLASTX 




NCBI GI 


g3334261 




BLAST score 


141 





30640 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-08 

48 
56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 

218236 

LIB3148-039-Q1-K1-B11 

BLASTX 

g4220483 

374 

6.0e-36 

92 

80 

(AC006069) unknown protein [Arabidopsis thaliana] 
218237 

LIB3148-039-Q1-K1-B2 

BLASTX 

g4544403 

249 

3.0e-21 

58 
71 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

218238 

LIB3148-039-Q1-K1-B8 

BLASTX 

g3334346 

413 

1.0e-43 

111 
87 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 

>gi_28524 45_dbj__BAA24 697_ (AB003378) SUI1 homolog [Salix 
bakko] 

218239 

LIB3148-039-Q1-K1-C1 

BLASTN 

gl2212 

293 

1.0e-164 

329 

98 

S.alba chloroplast rpl23 and rpl2 genes for ribosomal 
proteins L23 and L2 

218240 

LIB3148-039-Q1-K1-C2 

BLASTN 

gl922250 

159 

1.0e-84 

166 



30641 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

G.arboreum mRNA for farnesyl pyrophosphate synthase 
218241 

LIB314 8-039-Q1-K1-C5 

BLASTX 

g730450 

396 

9.0e-39 

98 
78 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_embJ3AAS0343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

218242 

LIB3148-039-Q1-K1-C6 

BLASTX 

g2342686 

149 

1.0e-09 

33 

85 

(AC000106) Similar to Saccharornyces hypothetical protein 
YDR051c (gb_Z49209). ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 

218243 

LIB3148-039-Q1-K1-D1 

BLASTX 

g2500139 

302 

1.0e-27 

94 

60 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826__ (D90917) peptide chain release 
factor [Synechocystis sp.] 

218244 

LIB314 8-039-Q1-K1-D10 

BLASTX 

gl31384 

564 

3.0e-58 

125 

86 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_8 1 934_pir S04132 

phot osys tern II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20 621_emb_CAA334 08_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



30642 



II 



Seq. No. 


218245 


Seq. ID 


LIB3148-039-Q1-K1-D2 


M<^> t" "h nrl 

11C L. 1 lW*wi 




NCBI GI 


g799005 


BLAST score 


88 


E value 


6.0e-42 


Match length 


88 


% identity 


100 


NCBI Description 


S . rotundif olia Nutt. 


Seq. No. 


218246 


Seq. ID 


LIB314 8-039-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3236251 


BLAST score 


549 


E value 


2.0e-56 


Match length 


143 


% identity 


74 


NCBI Description 


(AC004 684) putative 



nrDNA (Oxelman 2231 (GB) ) 



carboxylase [Arabidopsis thaliana] 



Seq. No'. 


218247 


Seq. ID 


LIB3148- 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


5.0e-09 


Match length 


33 


% identity 


58 


NCBI Description 


Xenopus 


Seq. No. 


218248 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g4455172 


BLAST score 


286 


E value 


1.0e-25 


Match length 


80 


% identity 


68 


NCBI Description 


(AL03552 


Seq. No. 


218249 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g3834304 


BLAST score 


524 


E value 


1.0e-53 


Match length 


120 


% identity 


78 


NCBI Description 


(AC00567 




24.9 kD l 



(AL035521) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



Escherichia coli genome gb_AE000116, and to hypothetical 
YABO family PF_00849. [Arabidopsis thaliana] 

218250 

LIB3148-039-Q1-K1-F2 



30643 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g486757 

148 

2.0e-09 

79 
54 

anther-specific protein 



(clone Bgpl) 



field mustard 

>gi_311938_emb_CAA48292_ (X68210) bgpl [Brassica rapa] 
>gi_448272_prf_1916399A Bgpl gene [Brassica rapa] 

218251 

LIB3148-039-Q1-K1-F4 

BLASTX 

gll69534 

440 

6.0e-44 

100 
89 

ENOLASE ( 2 -PHOSPHOGLYCERATE DEHYDRATASE) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542 01 9_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 3360 9__emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218252 

LIB3148-039-Q1-K1-F7 

BLASTX 

g2146727 

534 

1.0e-54 

136 
76 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 


218253 


Seq. ID 


LIB314 8-039-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g!17954 


BLAST score 


260 


E value 


1.0e-22 


Match length 


51 


% identity 


92 


NCBI Description 


CYTOCHROME C >gi_6550: 


Seq. No. 


218254 


Seq. ID 


LIB314 8-039-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g730557 


BLAST score 


406 


E value 


7.0e-40 


Match length 


90 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN 



leek 



protein L34 - garden pea >gi_4 98 908 
protein L34 homolog [Pisum sativum] 



0_pir S60476 ribosomal 

(U10047) ribosomal 



30644 



II 



Seq. No. 


218255 


Seq. ID 


LIB3148-039-Q1-K1-G11 


Method 


BLASTX 






BLAST score 


146 


E value 


3.0e-09 


Match length 


94 


% identity 


35 


NCBI Description 


(U31751) calmodulin-domain protein kinase CDPK isoform 9 




[Arabidopsis thaliana] 


Seq. No. 


218256 


Seq. ID 


LIB3148-039-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl408471 


JDJ_irTtO 1 OLUI c 


i. T u 


E value 


3.0e-20 


Match length 


57 


% identity 


74 


NCBI Description 


(U48938) actin depolymerizing factor 1 [Arabidopsis 




thaliana] >gi_3851707 (AF102173) actin depolymerizing 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


218257 


Seq. ID 


LIB3148-039-Q1-K1-G5 




r>J_if\o 1 A 


NCBI GI 


g4325342 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


33 


% identity 


91 


NCBI Description 


(AF128393) No definition line found [Arabidopsis thaliana 


Seq. No. 


218258 


Seq. ID 


LIB314 8-039-Q1-K1-G6 




bLAb 1 A 


NCBI GI 


g285286 


BLAST score 


267 


E value 


2.0e-23 


Match length 


91 


% identity 


55 


NCBI Description 


flavonol 4 T -sulf otransferase - Flaveria chloraefolia 


Seq. No. 


218259 


Seq. ID 


LIB314 8-039-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl408471 


DT AC 1 ? on^ro 
D Jjflu I oLUiC 


Oil 


E value 


4.0e-53 


Match length 


115 


% identity 


82 


NCBI Description 


(U48 938) actin depolymerizing factor 1 [Arabidopsis 




thaliana] >gi_3851707 (AF102173) actin depolymerizing 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


218260 



30645 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-039-Q1-K1-H10 

BLASTX 

g4467146 

426 

4.0e-42 

103 
66 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



218261 

LIB3148-039-Q1-K1-H3 

BLASTX 

gl350707 

212 

6.0e-17 

52 
73 

60S RIBOSOMAL PROTEIN L29 >gi_539923_j>ir JC2012 ribosomal 

protein 17K - mouse >gi_404766 (L08651) ribosomal protein 
[Mus musculus] 

218262 

LIB3148-039-Q1-K1-H4 

BLASTX 

gl33406 

518 

9.0e-53 

150 

69 

DNA- D I RECTE D RNA POLYMERASE ALPHA CHAIN 

>gi_81501_pir C23525 DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - spinach chloroplast 

>gi_12265_emb_CAA27214_ (X034 96) pot. RNA polymerase alpha 
subunit {aa 1-335) [Spinacia oleracea] 

218263 

LIB3148-04 0-Q1-K1-A6 

BLASTX 

g3548801 

199 

1.0e-15 

90 

47 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_43357 68_gb_AAD17 4 45__ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

218264 

LIB3148-04 0-Q1-K1-A9 

BLASTX 

g!616628 

212 

5.0e-17 

104 
47 

(X80472) stslS [Solanum tuberosum] 



30646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218265 

LIB3148-040-Q1-K1-B10 

BLASTX 

gl220196 

186 

6.0e-14 

38 
97 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
218266 

LIB3148-040-Q1-K1-B9 

BLASTN 

g3821780 

32 

9.0e-09 

48 

65 

Xenopus laevis cDNA clone 27A6-1 
218267 

LIB3148-04 0-Q1-K1-C2 

BLASTX 

g4512685 

209 

1.0e-16 

95 

41 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1__AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


218268 


Seq. ID 


LIB3148-040-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl888485 


BLAST score 


274 


E value 


3.0e-24 


Match length 


65 


% identity 


83 


NCBI Description 


(Y11749) dihydroflavonol 4-reductase 


Seq. No. 


218269 


Seq. ID 


LIB3148-040-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


38 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


218270 


Seq. ID 


LIB3148-040-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3461846 



30647 



BLAST score 481 
E value 2.0e-48 
Match length 138 
% identity 32 

NCBI Description (AC005315) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No, 


218271 


Seq. ID 


LIB3148-040-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4567282 


BLAST score 


224 


E value 


2.0e-18 


Match length 


69 


% identity 


65 


NCBI Description 


(AC006841) putative 


Seq. No. 


218272 


Seq. ID 


LIB3148-040-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2499613 


BLAST score 


222 


E value 


4.0e-18 


Match length 


48 


% identity 


90 


NCBI Description 


MITOGEN-ACTIVATED PR< 



>gi_1204129_emb_CAA57719_ (X82268) protein kinase [Medicago 
sativa] 



Seq. No. 


218273 


Seq. ID 


LIB3148-040-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4539369 


BLAST score 


295 


E value 


1.0e-26 


Match length 


84 


% identity 


65 


NCBI Description 


(AL04 9525) putative protein [Arabidopsis 


Seq. No. 


218274 


Seq. ID 


LIB3148-04 0-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


g2570118 


BLAST score 


55 


E value 


3.0e-22 


Match length 


83 


% identity 


92 


NCBI Description 


S.latifolia mRNA, clone CCLS 



Seq. No. 218275 

Seq. ID LIB3148-040-Q1-K1-F4 

Method BLASTX 

NCBI GI g2959781 

BLAST score 679 

E value 1.0e-71 

Match length 133 

% identity 92 



30648 



NCBI Description 



(AJ223508) Zwille protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218276 

LIB3148-040-Q1-K1-F5 

BLASTX 

g2190012 

160 

7.0e-ll 

42 

67 

(AB004242) dinl [Raphanus sativus] 
218277 

LIB314 8-0 4 0-Q1-K1-F8 

BLASTX 

g3915873 

614 

4.0e-64 

128 
91 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYL TRANSFERASE) 
(NODULIN-100) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218278 

LIB3148-040-Q1-K1-G10 

BLASTX 

g2914700 

260 

1.0e-22 

86 

62 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 


218279 


Seq. ID 


LIB314 8-04 0-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


425 


E value 


6.0e-42 


Match length 


116 


% identity 


70 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana 


Seq. No. 


218280 


Seq. ID 


LIB314 8-04 0-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2462754 


BLAST score 


332 


E value 


4 ,0e-31 


Match length 


126 


% identity 


60 


NCBI Description 


(AC002292) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


218281 


Seq. ID 


LIB3148-040-Q1-K1-H4 



30649 



Method 


BLASTX 


NCBI GI 


gbz / Zo 1 


BLAST score 


196 


E value 


4.0e-15 


Match length 


91 


% identity 


46 


NCBI Description 


allantoinase (] 


Seq. No. 


218282 


Seq. ID 


LIB3148-040-Q1- 


Method 


BLASTX 




g y oi / z 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


54 


% identity 


63 


NCBI Description 


(U89609) fiber 


Seq. No. 


218283 


Seq. ID 


LIB3148-040-Q1- 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


503 


E value 


a Cia. c; 1 
4 . ue 31 


Match length 


115 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL : 




protein Sll - i 




ribosomal proti 


Seq. No. 


218284 


Seq. ID 


LIB3148-040-Q1- 


Method 


BLASTX 




gzoyb o/o 


BLAST score 


143 


E value 


7.0e-09 


Match length 


84 


% identity 


36 


NCBI Description 


(Y15293) MtN21 


Seq. No. 


218285 


Seq. ID 


LIB3148-041-Q1- 


Method 


BLASTN 


NCBI GI 


gl439608 


dLAoi score 


1 / 0 


E value 


5.0e-94 


Match length 


179 


% identity 


99 


NCBI Description 


Gossypium hirsi 




complete cds 


Seq. No. 


218286 


Seq. ID 


LIB3148-041-Q1- 


Method 


BLASTN 


NCBI GI 


gl732362 


BLAST score 


41 


E value 


6. Oe-14 



bullfrog 



30650 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



120 
92 

Malus domestica pAFD103 mRNA, partial cds 
218287 

LIB3148-041-Q1-K1-A11 

BLASTX 

gl912286 

403 

1.0e-39 

77 
95 

(U39568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi_2194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gb_U39568) . EST 
gb_T41959 comes from this gene. [Arabidopsis thaliana] 

218288 

LIB3148-041-Q1-K1-A12 

BLASTX 

g310587 

169 

4.0e-12 

56 

62 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384110_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 

218289 

LIB314 8-041-Q1-K1-A4 

BLASTN 

g4098126 

82 

2.0e-38 

160 
99, 

Gossypium hirsutum sucrose synthase mRNA, partial cds 
218290 

LIB3148-041-Q1-K1-B10 

BLASTN 

g2369713 

34 

1.0e-09 

38 
97 

Beta vulgaris cDNA for elongation factor 
218291 

LIB3148-041-Q1-K1-B2 

BLASTN 

g3449334 

56 

8.0e-23 

140 

85 



30651 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

218292 

LIB3148-041-Q1-K1-B3 

BLASTX 

g571519 

201 

4.0e-16 

70 
10 

(U16852) polyubiquitin [Gracilaria verrucosa] 

>gi_1095488_prf 2109223A poly-ubiquitin [Gracilaria 

verrucosa] 

218293 

LIB3148-041-Q1-K1-B5 

BLASTX 

gl346180 

349 

3.0e-33 

78 

83 

GLYCINE-RICH RNA-BINDING PROTEIN GRP1A >gi_4 96233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 

218294 

LIB314 8-041-Q1-K1-B9 

BLASTX 

gl076678 

366 

2.0e-35 

82 

91 

ubiquitin / ribosomal protein S27a - potato (fragment) 



218295 

LIB3148-041-Q1-K1-C1 

BLASTX 

g3080415 

438 

1.0e-43 

97 
80 

(AL022604) cysteine proteinase 
thaliana] 



like protein [Arabidopsis 



218296 

LIB3148-041-Q1-K1-C11 

BLASTX 

g2495365 

389 

6.0e-38 

97 
80 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 4 5127_prf 1908431B 



30652 



heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 


218297 


Seq. ID 


LIB3148-041-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


a333434 6 


BLAST score 


305 


E value 


4.0e-28 


Match length 


60 


% identity 


97 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 




>gi_28524 4 5_dbj_BAA24 697__ (AB003378) SUI1 homolog [Salix 




bakko] 


Seq. No. 


218298 


Seq. ID 


LIB3148-041-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


425 


E value 


3.0e-42 


Match length 


89 


% identity 


89 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 




>gi_2129500_pir S52006 polygalacturonase - upland cotton 




>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 


Seq. No. 


218299 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


159 


E value 


6.0e-ll 


Match length 


51 


% identity 


63 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


218300 


Seq. ID 


LIB3148-041-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2252841 


BLAST score 


187 


E value 


3.0e-14 


Match length 


89 


% identity 


46 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana] 


Seq. No. 


218301 


Seq. ID 


LIB314 8-041-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4455170 


BLAST score 


209 


E value 


7.0e-17 


Match length 


55 


% identity 


65 


NCBI Description 


(AL035521) fatty acid elongase-like protein [Arabidopsis 




thaliana] 




30653 




Seq. No. 


218302 


Seq. ID 


LIB3148-041-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2500047 


BLAST score 


463 


E value 


1.0e-46 


Liu L^U ±Cliy Lli 


97 


% identity 


87 


NCBI Description 


SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 




PHOSPHO-HYDROLASE) (PPASE) >gi 534916 emb CAA85362 




(Z36894) soluble inorganic pyrophosphatase [Solanum 




tuberosum] 


Seq. No. 


218303 


Seq. ID* 


LIB3148-041-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2832664 






E value 


4.0e-ll 


Match length 


88 


% identity 


43 


NCBI Description 


(AL021710) pollen-specific protein - like [Arabidopsis 




thaliana] 


Seq. No. 


218304 


Seq. ID 


LIB3148-041-Q1-K1-G5 


Method 


BLASTX 


NCRT GT 


y t r± U U / -J z> 


BLAST score 


200 


E value 


7.0e-16 


Match length 


76 


% identity 


57 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


218305 


Seq. ID 


LIB3148-041-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 




BLAST score 


206 


E value 


2.0e-16 


Match length 


92 


% identity 


45 


NCBI Description 


(AJ010440) GST7 protein [Zea mays] 


Seq. No. 


218306 


Seq. ID 


LIB314 8-042-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3914473 


BLAST score 


440 


E value 


8.0e-44 


Match length 


108 


% identity 


77 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 




V) (PSI-L) >gi 479684 pir S35151 photosystem I chain XI - 




spinach >gi__396275_emb_CAA45775_ (X64445) subunit XI of 




photosystem I reaction center [Spinacia oleracea] 




30654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218307 

LIB3148-042-Q1-K1-A2 

BLASTX 

g2529229 

401 

2.0e-39 

85 
88 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
218308 

LIB3148-042-Q1-K1-A5 

BLASTX 

gl710807 

266 

3.0e-23 

71 

75 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 

218309 

LIB3148-042-Q1-K1-A7 

BLASTN 

g407800 

210 

1.0e-114 

258 

96 

G.hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



218310 

LIB3148-042-Q1-K1-A8 

BLASTN 

gl8511 

232 

1.0e-128 

232 
100 

G.hirsutum light regulated unknown reading frame DNA 
218311 

LIB3148-042-Q1-K1-B1 

BLASTN 

g3821780 

33 

3.0e-09 

38 
45 

Xenopus laevis cDNA clone 27A6-1 
218312 

LIB3148-042-Q1-K1-B9 

BLASTN 

g2264317 



30655 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

4.0e-18 

80 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

218313 

LIB3148-042-Q1-K1-C1 

BLASTX 

gl22007 

268 

1.0e-23 

60 
93 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_204 4 8_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

218314 

LIB3148-042-Q1-K1-C11 

BLASTN 

g3821780 

36 

6.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
218315 

LIB3148-042-Q1-K1-C2 

BLASTX 

gl480027 

508 

8.0e-52 

115 
89 

(D78500) putative aldolase [Brassica rapa] 
218316 

LIB3148-042-Q1-K1-C3 

BLASTX 

g2130073 

237 

2.0e-20 

63 

75 

f ructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_78 6178__dbj__BAA08845^ 
C-l [Oryza sativa] >gi_7 9097 0_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218317 

LIB314 8-04 2-Q1-K1-C4 

BLASTX 

gl336084 

456 



30656 



E value 
Match length 
% identity 
NCBI Description 



9.0e-46 

97 
86 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 



Seq. No. 


218318 


Seq. ID 


LIB314 8-042-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4455365 


BLAST score 


366 


E value 


3.0e-35 


Match length 


74 


% identity 


86 


NCBI Description 


(AL035524) putative prot 


Seq. No. 


218319 


Seq. ID 


LIB314 8-042-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl845567 


BLAST score 


154 


E value 


2.0e-10 


Match length 


51 


% identity 


57 


NCBI Description 


(D89435) cytochrome P450 


Seq. No. 


218320 


Seq. ID 


LIB314 8-042-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g730290 


BLAST score 


363 


E value 


1.0e-34 


Match length 


119 


% identity 


55 


NCBI Description 


PECTATE LYASE PRECURSOR 



lyase - trumpet lily >gi_19451_emb__CAA7 8 976_ (Z17328) 
pectate lyase [Lilium longiflorum] >gi_308902 (L18911) 
pectate lyase [Lilium longiflorum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218321 

LIB314 8-042-Q1-K1-D9 

BLASTX 

g533256 

322 

5.0e-30 

103 

59 

(L27101) pectinesterase [Petunia inflata] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218322 

LIB3148-042-Q1-K1-E11 

BLASTX 

gl!71978 

249 

3.0e-21 

59 
75 



30657 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2 911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

218323 

LIB3148-042-Q1-K1-E4 

BLASTX 

g3355480 

226 

1.0e-18 

91 
49 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218324 

LIB314 8-042-Q1-K1-E6 

BLASTX 

g4220524 

270 

7.0e-24 

61 
77 

(AL035356) putative protein [Arabidopsis thaliana] 
218325 

LIB3148-042-Q1-K1-F11 

BLASTX 

g2529683 

535 

6.0e-55 

121 

79 

(AC002535) unknown protein [Arabidopsis thaliana] 
218326 

LIB314 8-042-Q1-K1-F6 

BLASTX 

g3264759 

134 

6.0e-ll 

63 
65 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218327 

LIB314 8-042-Q1-K1-F8 

BLASTX 

g2829869 

195 

4.0e-15 

49 

71 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



30658 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218328 

LIB3148-042-Q1-K1-F9 

BLASTN 

g2623909 

154 

2.0e-81 

181 
95 

Gossypium arboreum ATPase B subunit (atpB) and ribulose 
l r 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins, 
partial cds, and atpB-rbcL intergenic spacer 

218329 

LIB3148-042-Q1-K1-G10 

BLASTX 

g3024127 

649 

3.0e-68 

126 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857__ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218330 

LIB3148-042-Q1-K1-G11 

BLASTX 

gl35860 

308 

1.0e-36 

98 
80 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 
(AQUAPORIN-TIP) >gi_997 61_pir_S22202 tonoplast intrinsic 
protein gamma - Arabidopsis thaliana 
>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_4 4 5129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218331 

LIB3148-042-Q1-K1-G12 

BLASTX 

glll3861 

248 

2.0e-21 

100 

50 

(U39930) 
(U39931) 



nitrate reductase [Chlorella vulgaris] >gi_1113863 
nitrate reductase [Chlorella vulgaris] 



Seq. No. 
Seq. ID 
Method 



218332 

LIB314 8-042-Q1-K1-G5 
BLASTX 



30659 



9 • 



NCBI GI 


gl928981 


BLAST score 


4 69 


E value 


3.0e-47 


Match length 


120 


% identity 


76 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [Brassic 




oleracea var. botrytis] 


Seq. No. 


218333 


Seq. ID 


LIB3148-042-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


291 


E value 


2.0e-26 


Match length 


93 


% identity 


67 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 




(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana 


Seq. No. 


218334 


Seq. ID 


LIB314 8-042-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


al237080 


BLAST score 


394 


E value 


3.0e-38 


Match length 


83 


% identity 


93 


NCBI Description 


(X96764) ADP-glucose pyrophosphorylase [Pisum sativum] 


Seq. No. 


218335 


Seq. ID 


LIB3148-042-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 




BLAST score 


441 


E value 


7.0e-44 


Match length 


122 


% identity 


64 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


218336 


Seq. ID 


LIB3148-042-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4512679 


J-JJ_I.Tj.iJ J. 


JJD 


E value 


2.0e-31 


Match length 


83 


% identity 


78 


NCBI Description 


(AC006931) putative 60S ribosomal protein L11B [Arabidops 




thaliana] 


Seq. No. 


218337 


Seq. ID 


LIB3148-042-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4539662 


BLAST score 


166 


E value 


8.0e-12 


Match length 


90 



30660 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AF061282) polyprotein [Sorghum bicolor] 
218338 

LIB314 8-043-Q1-K1-A2 

BLASTX 

g3548801 

148 

2.0e-09 

66 
41 

{AC005313] 
thaliana] 



putative transmembrane protein [Arabidopsis 
>gi_4335768_gb_AAD17445_ (AC006284) putative 



integral membrane protein [Arabidopsis thaliana] 



Seq. No. 


218339 


Seq. ID 


LIB3148-043-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4263790 


BLAST score 


226 


E value 


1.0e-18 


Match length 


53 


% identity 


83 


NCBI Description 


(AC006068) putative ch-TOG protein [Arabidopsis 


Seq. No. 


218340 


Seq. ID 


LIB3148-043-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3355466 


BLAST score 


186 


E value 


6.0e-14 


Match length 


104 


% identity 


38 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana 


Seq. No. 


218341 


Seq. ID 


LIB314 8-04 3-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2997694 


BLAST score 


359 


E value 


3.0e-34 


Match length 


114 


% identity 


55 


NCBI Description 


(AF053721) putative retrovirus-related polyprote: 




[Lithospermum erythrorhizon] 


Seq. No. 


218342 


Seq. ID 


LIB3148-043-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl076579 


BLAST score 


217 


E value 


5.0e-18 


Match length 


51 


% identity 


73 


NCBI Description 


alcohol dehydrogenase homolog ADH3a - tomato 


Seq. No. 


218343 



30661 



Seq. ID 


LIB3148-043-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3413716 


BLAST score 


157 


Hi V Cl J_ Lit. 


2 . Oe-10 


Match length 


134 


% identity 


15 


NCBI Description 


(AC004747) unknown protein [Arabidopsis thaliana] 




>gi_3643589 (AC005395) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


218344 


Seq. ID 


LIB3148-043-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4138912 


BLAST score 


336 


E value 


2.0e-31 


Match length 


69 


% identity 


84 


NCBI Description 


(AF059487) expansin precursor [Lycopersicon esculentum] 


Seq. No. 


218345 


Seq. ID 


LIB3148-043-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3372233 


BLAST- score 


375 


E value 


4.0e-36 


Match length 


82 


% identity 


87 


NCBI Description 


(AF019248) RNA polymerase I, II and III 24.3 kDa subunit 




[Arabidopsis thaliana] 


Seq. No. 


218346 


Seq. ID 


LIB3148-043-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3021355 


BLAST score 


277 


E value 


1.0e-24 


Match length 


51 


% identity 


90 


NCBI Description 


(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 




tetragonoloba] 


Seq. No. 


218347 


Seq. ID 


LIB314 8-043-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3335349 


BLAST score 


188 


E value 


4.0e-14 






% identity 


45 


NCBI Description 


(AC004512) Similar to gb_U46691 putative chromatin 




structure regulator { SUPT6H) from Homo sapiens. ESTs 




gb__T42908, gb_AA586170 and gb_AA395125 come from this gei 




[Arabidopsis thaliana] 


Seq. No. 


218348 



30662 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-043-Q1-K1-E11 

BLASTX 

gl22007 

346 

5.0e-33 

91 

76 

HISTONE H2A >gi_100161jpir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 14 9) [Petroselinum crispum] 

218349 

LIB3148-043-Q1-K1-E5 

BLASTX 

g3334765 

319 

1.0e-29 

102 
64 

(AJ225047) Hspl9.9 protein [Lycopersicon peruvianum] 
218350 

LIB3148-04 3-Q1-K1-E6 

BLASTX 

g3128175 

157 

2.0e-10 
114 

33 

(AC004521) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218351 

LIB314 8-043-Q1-K1-E7 

BLASTX 

g464849 

595 

7.0e-62 

112 

100 

TUBULIN ALPHA CHAIN >gi_4 8 684 7_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



218352 

LIB3148-043-Q1-K1-E9 

BLASTX 

g4105800 

350 

1.0e-38 

119 

68 

(AF049931) PGP301 [Petunia x hybrida] 
218353 

LIB3148-043-Q1-K1-F7 

BLASTX 

g2495365 



30663 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304 

9.0e-28 

92 

72 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218354 

LIB3148-043-Q1-K1-F8 

BLASTX 

g4056462 

162 

1.0e-17 

76 
59 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 

218355 

LIB3148-043-Q1-K1-F9 

BLASTX 

g625509 

361 

5.0e-35 

72 

25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
218356 

LIB3148-043-Q1-K1-G3 

BLASTX 

g4512591 

163 

3.0e-ll 

34 
88 

(AB02378 9) flavanone 3-hydroxyrase [Ipomoea batatas] 
218357 

LIB314 8-043-Q1-K1-G4 

BLASTN 

g3242658 

38 

5.0e-12 

62 
90 

Coffea arabica mRNA for spermidine synthase, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



218358 

LIB314 8-04 3-Q1-K1-G6 
BLASTN 

g287810 
38 

5.0e-12 



30664 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 



11:1 

46 
96 

M.sativa mRNA for phosphoprotein phosphatase type 2A 
218359 

LIB3148-043-Q1-K1-G7 

BLASTX 

g2119042 

199 

2.0e-15 

40 
95 

glycine-rich RNA-binding protein RGP-la - wood tobacco 
>gi_469070_dbj_BAA03741__ (D16204) RNA-binding glycine-rich 
protein-1 (RGP-la) [Nicotiana sylvestris] 

218360 

LIB3148-043-Q1-K1-H3 

BLASTX 

g3128168 

407 

8.0e-40 

123 

56 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

218361 

LIB314 8-04 3-Q1-K1-H4 

BLASTX 

gl708191 

484 

6.0e-4 9 

123 
68 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188) hexose 
carrier protein [Ricinus communis] 

218362 

LIB314 8-04 4-Q1-K1-A12 

BLASTX 

g3759184 

157 

2.0e-10 

110 
29 

(AB018441) phi-1 [Nicotiana tabacum] 
218363 

LIB314 8-04 4-Q1-K1-A3 

BLASTX 

g4510417 

236 

2.0e-28 

82 
79 

(AC006929) putative BEL1 homeotic protein [Arabidopsis 



30665 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218364 

LIB3148-044-Q1-K1-A5 

BLASTX 

gl362078 

185 

4.0e-14 

48 

65 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum majus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218365 

LIB3148-044-Q1-K1-A6 

BLASTX 

g2829894 

461 

4 .Oe-46 

128 

72 

(AC002311) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218366 

LIB314 8-044-Q1-K1-B10 

BLASTX 

g303338G 

523 

2.0e-53 

134 
76 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218367 

LIB3148-044-Q1-K1-B12 

BLASTX 

gl276977 

597 

4.0e-62 

135 

87 

(U47143) nonsymbiotic hemoglobin [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218368 

LIB314 8-04 4-Q1-K1-B8 

BLASTX 

gl762148 

648 

4.0e-68 

134 
91 

(U48695) glutamate dehydrogenase [Solanum lycopersicum] 



Seq. No. 
Seq. ID 



218369 

LIB314 8-04 4-Q1-K1-B9 



30666 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g992706 

153 

5.0e-10 

34 
85 

(U33758) 



UBC13 [Arabidopsis thaliana] 



218370 

LIB314 8-04 4-Q1-K1-C3 

BLASTX 

g4406780 

597 

4 .Oe-62 

138 
85 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

218371 

LIB314 8-044-Q1-K1-C7 

BLASTX 

g231509 

501 

8.0e-51 

114 
81 

ACTIN DEPOLYMERIZING FACTOR (ADF) >gi_4 1 98 0 9_pir S30935 

actin-depolymerizing factor - trumpet lily 
>gi_22748_emb_CAA78483_ (Z14110) actin depolymerizing 
factor [Lilium longiflorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218372 

LIB3148-044-Q1-K1-D12 

BLASTX 

gl39780 

195 

5.0e-15 

75 
56 

WOUND- INDUCED PROTEIN 
- potato 



1 >gi_82293__pir JQ0398 wunl protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



218373 

LIB314 8-044-Q1-K1-D8 

BLASTX 

g4220524 

251 

2.0e-21 

62 

71 

(AL035356) putative protein [Arabidopsis thaliana] 
218374 

LIB3148-04 4-Q1-K1-E11 

BLASTX 

g4567302 



30667 




BLAST score 


325 


E value 


3.0e-30 


Match length 


80 


% identity 


85 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218375 


Seq. ID 


LIB3148-044-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


al279598 


BLAST score 


217 


E value 


2.0e-17 


Match length 


120 


% identity 


38 


NCBI Description 


(Z71752) pectin methylesterase [Nicotiana plumbaginifolia] 


Seq. No. 


218376 


Seq. ID 


LIB3148-044-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4325367 


BLAST score 


193 


E value 


1.0e-14 


Match length 


98 


% identity 


49 


NCBI Description 


(AF128396) contains similarity to Nicotiana tabacum B-type 




cyclin (GB:D50737) [Arabidopsis thaliana] 


Seq. No. 


218377 


Seq. ID 


LIB3148-044-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g729477 


BLAST score 


641 


E value 


3.0e-67 


Match length 


131 


% identity 


92 


NCBI Dp9rrint"i on 


FRRRRDOXTN — NADP PFDnCTA^lF PRFCFTR^nR ( FNR \ 




>gi_320548__pir A44974 f erredoxin — NADP4- reductase (EC 




1.18.1.2) precursor - common ice plant >gi 167256 (M25528) 




ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) c 




[Mesembryanthemum crystallinum] >gi 226768 prf 1604475A 




ferredoxin NADP reductase [Mesembryanthemum crystallinum] 


Seq. No. 


218378 


Seq. ID 


LIB3148-04 4-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g462567 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


40 


% identity 


72 


NCBI Description 


MANNOSE- 6- PHOSPHATE ISOMERASE ( PHOSPHOMANNOSE ISOMERASE) 



(PMI) (PHOSPHOHEXOMUTASE) >gi_631328_pir S41122 

mannose-6-phosphate isomerase (EC 5.3.1.8) - human 
>gi_416017_emb__CAA53657_ (X76057) phosphomannose isomerase 

[Homo sapiens] >gi__740967_prf 2006245A phosphomannose 

isomerase [Homo sapiens] >gi__4 505235_ref_NP_00242 6 . l_pMPI_ 
mannose phosphate isomerase 

30668 



Seq. No. 


218379 


Seq. ID 


LIB3148-044-Q1-K1-F8 


Mot" Vi f*if~] 


RLASTX 


NCBI GI 


g3834330 


BLAST score 


150 


E value 


1.0e-09 


Match length 


81 


% identity 


49 


NCBI Description 


(AC005679) F9K20.17 


Seq. No. 


218380 


Seq. ID 


LIB314 8-04 4-Q1-K1-G1! 


Method 


BLASTX 


NCBI GI 


gl707955 


BLAST score 


665 


E value 


4.0e-70 


Match length 


132 


% identity 


95 


NCBI Description 


GLUTAMINE SYNTHETASE 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(GLUTAMATE — AMMONIA LIGASE) >gi_1134 896_emb_CAA63981__ 
(X94320) glutamine synthetase [Vitis vinifera] 

218381 

LIB3148-044-Q1-K1-G5 

BLASTX 

g4467119 

310 

5.0e-29 



(AL035538) Histone deacetylase [Arabidopsis thaliana] 
218382 

LIB3148-044-Q1-K1-G6 

BLASTX 

gll73027 

209 

1.0e-16 

74 

59 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 

218383 

LIB3148-044-Q1-K1-G8 

BLASTX 

g2454182 

201 

8.0e-16 

42 
88 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

218384 

LIB314 8-04 4-Q1-K1-H7 



30669 



Method 


BLASTX 










BLAST score 


258 




E value 


2.0e-22 




Match length 


98 




% identity 


55 




NCBI Description 


(Z97336) hypothetical protein 


[Arabidopsis thaliana] 


Seq. No. 


218385 




Seq. ID 


LIB3148-045-Q1-K1-A1 




Method 


BLASTX 






rrO 1 f\A 1 
yZlU'i Dol 




BLAST score 


249 




E value 


2.0e-21 




Match length 


119 




% identity 


51 




NCBI Description 


(X97907) transcription factor 


[Vicia faba] 


Seq. No. 


218386 




Seq. ID 


LIB314 8-045-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


g3881507 




BLAST score 


301 




E value 


2.0e-27 




Match length 


91 




% identity 


55 




NCBI Description 


(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA 



yk375c3.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218387 

LIB314 8-04 5-Q1-K1-A9 

BLASTX 

g4008159 

636 

1.0e-66 

143 
84 

(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218388 

LIB3148-045-Q1-K1-B1 

BLAST N 

g3869075 

33 

5.0e-09 

41 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 218389 

Seq. ID LIB3148-045-Q1-K1-B12 

Method BLASTX 

NCBI GI g2129622 

BLAST score 329 

E value 1.0e-30 

Match length 7 4 



30670 



% identity 


82 


NCBI Description 


immunophilin FKBP15-1 - Arabidopsis thaliana >gi 1272406 




(U5204 6) immunophilin [Arabidopsis thaliana] 


Seq. No. 


218390 


Seq. ID 


LIB314 8-04 5-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3193303 


BLAST score 


160 


E value 


7.0e-ll 




75 


% identity 


45 


NCBI Description 


(AF069298) similar to several proteins containing a tandem 




repeat region such as Plasmodium falciparum GGM tandem 




repeat protein (GB:U27807); partial CDS [Arabidopsis 




thaliana] 


Seq. No. 


218391 


Seq. ID 


LIB3148-045-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


al684855 


BLAST score 


319 


E value 


1.0e-29 


Match length 


65 


% identity 


22 


NCBI Description 


(U77939) ubiquitin-like protein [Phaseolus vulgaris] 


Seq. No. 


218392 


Seq. ID 


LIB3148-045-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g951427 


DlinOl OOUI C 


JO J 


E value 


2.0e-60 


Match length 


134 


% identity 


80 


NCBI Description 


(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 




communis] 


Seq. No. 


218393 


Seq. ID 


LIB3148-045-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


a4150974 


BLAST score 


373 


E value 


8.0e-36 


Match length 


95 


% identity 


71 


NCBI Description 


(AJ224331) cystatin [Castanea sativa] 


Seq. No. 


218394 


Seq. ID 


LIB3148-045-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g464840 


BLAST score 


700 


E value 


3.0e-74 


Match length 


134 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi 421781 pir S32666 tubulin 



30671 



II 



alpha-1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_emb_CAA4 8 927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 



Seq. No. 


218395 


Seq. ID 


LIB314 8-045-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2160180 


BLAST score 


174 


E value 


1.0e-12 


Match length 


44 


% identity 


73 


NCBI Description 


(AC000132) No definition 1: 


Seq. No. 


218396 


Seq. ID 


LIB314 8-045-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3540181 


BLAST score 


178 


E value 


5.0e-13 


Match length 


63 


% identity 


49 


NCBI Description 


(AC004122) Unknown protein 


o e q . IN O . 


£ -L O O .7 / 


Seq. ID 


LIB3148-045-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2500354 


BLAST score 


677 


E value 


2.0e-71 


Match length 


142 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 




(AB001891) QM family prote 


Seq. No. 


218398 


Seq. ID 


LIB3148-045-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl350742 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


49 


% identity 


59 



(EQM) >gi_1902894_dbj_BAA19462_ 



NCBI Description 



PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



218399 

LIB3148-045-Q1-K1-D2 

BLASTX 

gl743354 

441 

5.0e-44 

101 



30672 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(Y0987 6) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 
218400 

LIB3148-045-Q1-K1-D3 

BLASTX 

g303732 

166 

1.0e-ll 

34 
88 

(D12549) GTP-binding protein [Pisum sativum] 

>gi_738 941_prf 2001457 J GTP-binding protein [Pisum 

sativum] 

218401 

LIB3148-045-Q1-K1-D5 

BLASTX 

gl296816 

252 

1.0e-21 
64 

80 

(X94 9 95) naringenin-chalcone synthase [Juglans sp.] 
218402 

LIB3148-045-Q1-K1-D6 

BLASTX 

g2832625 

142 

3.0e-09 

59 
49 

(AL021711) putative protein [Arabidopsis thaliana] 
218403 

LIB3148-045-Q1-K1-D8 

BLASTX 

g4038055 

469 

4.0e-47 

116 
75 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 

218404 

LIB314 8-04 5-Q1-K1-E1 

BLASTX 

g4580523 

486 

4.0e-49 

130 

72 

(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 



30673 




Seq. No. 


218405 


Seq. ID 


LIB3148-045-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl / Ujj4 


BLAST score 


287 


E value 


9.0e-26 


Match length 


65 


% identity 


18 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 


Seq. No. 


218406 


Seq. ID 


LIB3148-045-Q1-K1-E3 


Method 


BLASTX 


JNUbl G± 


~Q a cnoi 

gy^ouo l 


BLAST score 


518 


E value 


8.0e-53 


Match length 


140 


% identity 


74 


NCBI Description 


(U31094) P21 [Petunia hybrida] 


Seq. No. 


218407 


Seq. ID 


LIB314 8-045-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4ob / ZZd 


BLAST score 


294 


E value 


1.0e-26 


Match length 


78 


% identity 


72 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218408 


Seq. ID 


LIB314 8-04 5-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl085384 


BLAST score 


318 


E value 


2.0e-29 


Match length 


n a 
1 4 


% identity 


74 


NCBI Description 


Sm protein F - human >gi_806564_emb_CAA59688_ (X85372) Sm 




protein F [Homo sapiens] 




>gi_4507131__ref_NP_003086. l_pSNRPF_ small nuclear 




ribonucleoprotein polypeptide F 


Seq. No. 


218409 


Seq. ID 


LIB314 8-045-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


/ < c com 

g4 4ob20 / 


BLAST score 


432 


E value 


1.0e-42 


Match length 


91 


% identity 


90 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 


Seq. No. 


218410 


Seq. ID 


LIB314 8-04 5-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4545262 



30674 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

1.0e-10 

44 

64 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

218411 

LIB314 8-04 5-Q1-K1-F8 

BLASTX 

gl22070 

360 

1.0e-34 

80 
91 

HISTONE H3 >gi_824 83_pir A25564 histone H3 - rice 

>gi_169793 (M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 

218412 

LIB3148-045-Q1-K1-G8 

BLASTX 

g2492782 

460 

5.0e-46 

125 
69 

ALPHA-GALACTOS I DASE PRECURSOR (MELIBIASE) 





alpha-galactosidase [Coffea 


Seq. No. 


218413 


Seq. ID 


LIB314 8-045-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2290683 


BLAST score 


625 


E value 


2.0e-65 


Match length 


141 


% identity 


82 


NCBI Description 


(AF000136) basic cellulase 


Seq. No. 


218414 


Seq. ID 


LIB3148-045-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


455 


E value 


2.0e-45 


Match length 


109 


% identity 


80 


NCBI Description 


(Y09533) involved in starch 


Seq. No. 


218415 


Seq. ID 


LIB3148-045-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3334244 


BLAST score 


511 


E value 


5.0e-52 



[Solanum tuberosum] 



30675 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
76 

LACTO YLGLUTATH I ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi__2113825__emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 

218416 

LIB3148-04 6-Q1-K1-A11 

BLASTX 

g2960120 

401 

4.0e-39 

142 
53 

(AL022121) glpK [Mycobacterium tuberculosis] 
218417 

LIB3148-04 6-Q1-K1-A2 

BLASTX 

g2829204 

363 

1.0e-34 

96 
66 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218418 

LIB3148-04 6-Q1-K1-A3 

BLASTX 

gl22084 

313 

6.0e-29 

63 

100 

HISTONE H3 >gi_70754_pir HSBH3 histone H3 - barley 

(fragment) >gi_167061 (M34928) histone H3 protein [Hordeum 

vulgare] >gi_225348_prf 1301219A histone H3 [Hordeum 

vulgare var. distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218419 

LIB3148-04 6-Q1-K1-B11 

BLASTX 

gll4974 

141 

9.0e-09 

79 
34 

NON-CYANOGENIC BETA-GLUCOS I DASE PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 



Seq. No. 



218420 



30676 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-04 6-Q1-K1-C4 

BLASTX 

gl20663 

485 

5.0e-49 

96 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2,1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 







218421 




Seq. ID 


LIB3148-046-Q1-K1-C8 




Method 


BLASTX 




NCBI GI 


g567893 


■=5=;:, 


BLAST score 


180 




E value 


2.0e-13 




Match length 


104 


y 


% identity 


39 


LiJ 


NCBI Description 


(L37382) beta-galactosidase-complementation protein 






[Cloning vector] 


□ 


Seq. No. 


218422 




Seq. ID 


LIB3148-04 6-Q1-K1-D1 




Method 


BLASTX 




NCBI GI 


g4337192 




BLAST score 


384 




E value 


4.0e-37 


™r 


Match length 


120 


r™ 


% identity 


59 




NCBI Description 


(AC006403) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


218423 




Seq. ID 


LIB3148-04 6-Q1-K1-D12 




Method 


BLASTX 




NCBI GI 


g4204575 




BLAST score 


218 




E value 


1.0e-17 




Match length 


82 




% identity 


57 




NCBI Description 


(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 




Seq. No. 


218424 




Seq. ID 


LIB314 8-046-Q1-K1-D2 




Method 


BLASTX 




NCBI GI 


g542200 




BLAST score 


373 




E value 


8.0e-36 




Match length 


99 




% identity 


70 




NCBI Description 


hypothetical protein - garden asparagus 



>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



30677 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218425 

LIB3148-04 6-Q1-K1-E2 

BLASTN 

g3821780 

32 

1.0e-08 

44 

49 

Xenopus laevis cDNA clone 27A6-1 
218426 

LIB314 8-04 6-Q1-K1-E4 

BLASTX 

g2244756 

384 

4.0e-37 

98 

73 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
218427 

.LIB314 8-04 6-Q1-K1-E5 
BLASTN 
g2315210 
58 

7.0e-24 

130 

86 

Lycopersicon esculentum mRNA for proteasome, alpha subunit 
218428 

LIB3148-04 6-Q1-K1-E6 

BLASTX 

g4006915 

339 

8.0e-32 

117 

61 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
218429 

LIB3148-046-Q1-K1-F1 

BLASTX 

g547683 

469 

4.0e-47 
110 

84 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M9654 9) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_44 5601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

218430 

LIB314 8-04 6-Q1-K1-F10 

BLASTX 

g3281853 



30678 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



615 

3.0e-64 

145 

92 

(AL031004; 



putative protein [Arabidopsis thaliana] 



218431 

LIB3148-04 6-Q1-K1-F11 

BLASTX 

gl31015 

330 

8.0e-31 

77 
73 

PATHOGENES I S -RELATED PROTEIN 
( THAUMAT IN-LIKE PROTEIN E22) 



R MAJOR FORM PRECURSOR 
>gi 100385_pir_ JH0230 



pathogenesis-related protein R precursor - common tobacco 
>gi_19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 

218432 

LIB3148-04 6-Q1-K1-F2 

BLASTX 

g3434971 

171 

4.0e-12 

113 
47 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

218433 

LIB3148-04 6-Q1-K1-G5 

BLASTX 

g4567225 

274 

3.0e-24 

69 
71 

(AC007119) unknown protein [Arabidopsis thaliana] 
218434 

LIB3148-046-Q1-K1-G7 

BLASTX 

g4406807 

157 

4.0e-ll 

63 
56 

(AC006201) putative elongation factor beta-1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



218435 

LIB3148-046-Q1-K1-G9 
BLASTX 



30679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2116599 
199 

7.0e-17 

72 
69 

(AB003779) leucoanthocyanidin dioxygenase [Perilla 
f rutescens] 



Seq. No. 


218436 


Seq. ID 


LIB3148-04 6-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2911043 


BLAST score 


230 


E value 


5.0e-19 


Match length 


121 


% identity 


46 


NCBI Description 


(AL021961) putative proteir 


Seq. No. 


218437 


Seq. ID 


LIB3148-04 6-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 


453 


E value 


3.0e-45 


Match length 


124 


% identity 


69 


NCBI Description 


(AC002332) putative serine 




thaliana] 


Seq. No. 


218438 


Seq. ID 


LIB3148-047-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


223 


E value 


2.0e-18 


Match length 


93 


% identity' 


44 


NCBI Description 


(AC003028) unknown protein 


Seq. No. 


218439 


Seq. ID 


LIB3148-047-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


595 


E value 


8.0e-62 


Match length 


112 


% identity 


100 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_: 




- garden pea >gi_525332 (U: 




sativum] 


Seq. No. 


218440 


Seq. ID 


LIB3148-047-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2129709 


BLAST score 


179 


E value 


2.0e-13 



S60233 alpha-tubulin 



30680 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
52 

reverse transcriptase - Arabidopsis thaliana 
retrotransposon Tall-1 >gi_976278 (L47193) reverse 
transcriptase [Arabidopsis thaliana] 

218441 

LIB3148-047-Q1-K1-B12 

BLASTX 

g2738949 

568 

1.0e-58 

118 
87 

(AF022213) cytosolic ascorbate peroxidase [Fragaria 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218442 

LIB3148-047-Q1-K1-B2 

BLASTX 

g3098571 

217 

2.0e-17 

116 

38 

(AF04 9028) BURP domain containing protein [Brassica napus] 
218443 

LIB3148-047-Q1-K1-B5 

BLASTX 

g!085384 

313 

1.0e-28 

74 
73 

Sm protein F - human >gi_806564_emb_CAA59688_ (X85372) Sm 
protein F [Homo sapiens] 

>gi_4507131_ref_NP_003086. l_pSNRPF__ small nuclear 
ribonucleoprotein polypeptide F 



218444 

LIB3148-047-Q1-K1-C1 

BLASTX 

gll74847 

206 

1.0e-16 

41 
95 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 1 
LIGASE 4) (UBIQUITIN CARRIER PROTEIN 4) 



(UBIQUITIN-PROTEIN 
>gi__431266 (L19354) 



ubiquitin conjugating enzyme [Arabidopsis thaliana] 
218445 

LIB3148-047-Q1-K1-C3 

BLASTX 

g4455326 

557 



30681 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 

131 
75 

(AL035525) putative protein [Arabidopsis thaliana] 
218446 

LIB3148-047-Q1-K1-C7 

BLASTN 

gl67346 

50 

4.0e-19 

189 

84 

Gossypium hirsutum Lea5-A late embryogene sis -abundant 
protein (Lea5-A) gene, complete cds 

218447 

LIB3148-047-Q1-K1-C9 

BLASTX 

g2765837 

209 

1.0e-16 

85 
54 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
218448 

LIB314 8-047-Q1-K1-D10 

BLASTX 

gll70939 

660 

2.0e-69 

130 
95 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOS Y LT RAN SFE RASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase 

2.5.1.6) - tomato >gi_429108_emb__CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



(EC 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218449 

LIB314 8-047-Q1-K1-D11 

BLASTN 

g3821780 

37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
218450 

LIB314 8-047-Q1-K1-D2 

BLASTX 

g2781362 

234 

1.0e-19 



30682 



Match length 

% identity 

NCBI Description 



121 
19 

(AC003113) 



F2401.18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218451 

LIB3148-047-Q1-K1-D7 

BLASTX 

g2088647 

578 

7.0e-60 

137 

79 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF03634 0) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 


218452 


Seq. ID 


LIB3148-047-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


207 


E value 


2.0e-16 


Match length 


40 


% identity 


88 


NCBI Description 


(AC004 401) unknown protein 


Seq. No. 


218453 


Seq. ID 


LIB314 8-04 7-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4539359 


BLAST score 


235 


E value 


1.0e-19 


Match length 


118 


% identity 


47 


NCBI Description 


(AL049525) putative protein 


Seq. No. 


218454 


Seq. ID 


LIB3148-047-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll8514 


BLAST score 


179 


E value 


4.0e-13 


Match length 


33 


% identity 


100 


NCBI Description 


TURGOR-RESPONSIVE PROTEIN 2 



aldehyde dehydrogenase homolog - garden pea 
>gi_20681_emb_CAA38243_ (X54359) 508 aa peptide [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218455 

LIB3148-047-Q1-K1-F2 

BLASTX 

g717142 

313 

7.0e-29 

103 

64 



30683 



NCBI Description (U21801) alcohol dehydrogenase homolog [Solanum 
lycopersicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218456 

LIB314 8-04 7-Q1-K1-F9 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
218457 

LIB3148-047-Q1-K1-G1 

BLASTX 

gll8926 

349 

4.0e-33 

119 

55 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi__320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781__prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

218458 

LIB3148-047-Q1-K1-G12 

BLASTX 

g4105794 

174 

5.0e-16 

80 
54 

(AF049928) PGP224 [Petunia x hybrida] 



218459 

LIB3148-047-Q1-K1-G3 

BLASTX 

g3482971 

466 

8.0e-47 

94 
83 

(AL031369) putative protein 



[Arabidopsis thaliana] 



218460 

LIB3148-047-Q1-K1-G5 

BLASTX 

g!076800 

311 

4 .Oe-29 

64 
89 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 



30684 



maize >gi_600116_emb_CAA84406__ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 


218461 


Seq. ID 


LIB3148-047-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4038468 


BLAST score 


47 


E value 


3.0e-17 


Match length 


123 


% identity 


85 


NCBI Description 


Porteresia coarctata histone H3 mRNA, complete cds 


beq. no. 




Seq. ID 


LIB3148-047-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g541816 


BLAST score 


185 


E value 


5.0e-14 


Match length 


69 


% identity 


59 


NCBI Description 


protein kinase - common ice plant >gi_4 57 68 9_emb_CAA82990_ 




(Z30329)- protein kinase [Mesembryanthemum crystallinum] 


Seq. No. 


O 1 Q A a 


Seq. ID 


LIB3148-047-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl848212 


BLAST score 


222 


E value 


4.0e-18 


Match length 


59 


% identity 


76 


NCBI Description 


(Y11209) protein disulf ide-isomerase precursor [Nicotiana 




tabacum] 


Seq. No. 


218464 


Seq. ID 


LIB3148-047-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g 4544408 


BLAST score 


390 


E value 


6.0e-38 


Match length 


97 


% identity 


73 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218465 


Seq. ID 


LIB3148-047-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


332 


E value 


5.0e-31 


Match length 


71 


% identity 


86 


NCBI Description 


(AF016633) GH1 protein [Glycine max] 


Seq. No. 


218466 



30685 



Seq. ID 


LIB3148-04! 


8-Q1-K1-A2 


Method 


BLASTX 




NCBI GI 


g3183094 




BLAST score 


585 




K va 1 iia 

J— I V UX U<3 


1.0e-60 




Match length 


131 




% identity 


82 




NCBI Description 


ORNITHINE CARBAMOYLTRANSFERASE PRECURSOR (OTCASE) 




(ORNITHINE 


TRANSCARBAMYLASE) >gi 971168 (U13684) ornithine 




carbamoyltransferase [Pisum sativum] 


Seq. No. 


218467 




Seq. ID 


LIB3148-04J 


3-Q1-K1-A5 


Method 


BLASTX 




NCBI GI 


g2462748 




BLAST score 


461 




E value 


3.0e-46 




Match length 


96 




% identity 


92 




NCBI Description 


(AC002292) 


putative Clathrin Coat Assembly protein 




[Arabidopsis thaliana] 


Seq. No. 


218468 




Seq. ID 


LIB3148-04* 


3-Q1-K1-A8 


Method 


BLASTX 




NCRT GT 


g4468812 




BLAST score 


270 




E value 


6.0e-24 




Match length 


71 




% identity 


66 




NCBI Description 


(AL035601) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


218469 




Seq. ID 


LIB3148-04* 


3-Q1-K1-B11 


Method 


BLASTX 




NCBI GI 


g3914685 




BLAST qpnrp 


580 




E value 


4.0e-60 




Match length 


124 




% identity 


89 




NCBI Description 


60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 




protein L17 [Zea mays] 


Seq. No. 


218470 




Seq. ID 


LIB3148-04E 


S-Q1-K1-B12 


Method 


BLASTX 




NCRT GT 


g4567225 




BLAST score 


295 




E value 


1.0e-26 




Match length 


78 




% identity 


72 




NCBI Description 


(AC007119) 


unknown protein [Arabidopsis thaliana] 


Seq. No. 


218471 




Seq. ID 


LIB3148-04S 


I-Q1-K1-B5 


Method 


BLASTX 




NCBI GI 


g4455208 





30686 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



340 

4.0e-32 

81 

77 

(AL0354 40) putative protein [Arabidopsis thaliana] 
218472 

LIB3148-048-Q1-K1-B7 

BLASTX 

g4508069 

365 

6.0e-35 

123 
58 

(AC005882) 12246 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218473 

LIB3148-048-Q1-K1-B8 

BLASTX 

g3548810 

167 

1.0e-ll 

130 
35 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 218474 

Seq. ID LIB314 

Method BLASTX 

NCBI GI g28327 

BLAST score 17 0 

E value 4.0e-l 

Match length 4 5 

% identity 71 

NCBI Description (AL021 
[Arabi 



8-048-Q1-K1-B9 

09 

2 



713) neoxanthin cleavage enzyme-like protein 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218475 

LIB3148-048-Q1-K1-C1 

BLASTX 

g481384 

162 

4.0e-ll 

121 
36 

outer envelope protein omp24, chloroplast - spinach 

>gi_1076265_pir S46542 chloroplast outer envelope 24 kD 

protein - spinach >gi_414200_emb_CAA53243_ (X75563) 
chloroplast outer envelope 24 kD protein (omp24) [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



218476 

LIB3148-048-Q1-K1-C10 

BLASTX 

g399182 

321 



30687 



E value 


1.0e-29 


Match length 


69 


O J_ UCl i 1 L L. y 


90 


NCBI Description 


PHOSPHOENOL PYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 




(PEPCASE) >gi__320128jpir S28 428 phosphoenolpyruvate 




carboxylase (EC 4.1.1.31) - soybean 




>gi_218267_dbj_BAA01560_ (D10717) phosphoenolpyruvate 




carboxylase [Glycine max] 


Seq. No. 


218477 


Seq. ID 


LIB3148-048-Q1-K1-C4 


Method 


BLASTX 




y iuu j ji 


BLAST score 


279 


E value 


8.0e-25 


Match length 


55 


% identity 


96 


NCBI Description 


tubulin beta chain - oat 


Seq. No. 


218478 


Seq. ID 


LIB3148-048-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2076884 


OLirliJ 1 O \— ■ J_ C 


435 


E value 


4.0e-43 


Match length 


121 


% identity 


70 


NCBI Description 


(U90522) lysine-ketoglutarate reductase/saccharopine 




dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


218479 


Seq. ID 


LIB3148-04 8-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3023419 


BLAST score 


300 


E value 


2.0e-27 


M;3 "h r'h 1 onrrfh 


107 


% identity 


57 


NCBI Description 


CAFFEOYL-COA O-METHYLTRANSFERASE ( TRANS-CAFFEOYL-COA 




3 -O-METHYLTRANS FERASE ) ( CCOAMT ) ( CCOAOMT ) 




>gi_1934859_emb_CAA72911_ (Y12228) caffeoyl-CoA 




O-methyltransf erase [Eucalyptus gunnii] 


Seq. No. 


218480 


Seq. ID 


LIB314 8-04 8-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2851508 


BLAST score 


477 


E value 


4.0e-48 


Match length 


97 


% identity 


89 



NCBI Description 



60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



30688 



Seq. No. 


218481 


Seq. ID 


LIB3148-048-Q1-K1-E12 


Method 


BLASTX 


NCRT GT 


g3355486 


BLAST score 


464 


E value 


2.0e-46 


Match length 


120 


% identity 


75 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218482 


Seq. ID 


LIB3148-048-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4567225 


BLAST score 


268 


E value 


1.0e-23 


Match length 


73 


% identity 


67 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218483 


Seq. ID 


LIB3148-048-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4539293 




911 


E value 


9.0e-25 


Match length 


74 


% identity 


68 


NCBI Description 


(AL049480) putative membrane transporter [Arabidopsis 




thaliana] 


Seq. No. 


218484 


Seq. ID 


LIB3148-048-Q1-K1-F12 


Method 


BLASTX 




a2982243 


BLAST score 


277 


E value 


1.0e-24 


Match length 


73 


% identity 


67 


NCBI Description 


(AF051204) hypothetical protein [Picea mariana] 


Seq. No. 


218485 


Seq. ID 


LIB3148-048-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3360289 


BLAST qrore 


425 


E value 


4.0e-49 


Match length 


122 


% identity 


78 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane protein 




1 [Zea mays] 


Seq. No. 


218486 


Seq. ID 


LIB314 8-04 8-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


630 



30689 



E value 
Match length 
% identity 
NCBI Description 



6.0e-66 ' 

137 

88 

60S RIBOSOMAL PROTEIN L9 (GIBBERELL IN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. 
Seq. 



No. 

ID 



Method 
NCBI GI 



218487 

LIB3148-048-Q1-K1-G2 

BLASTN 

g2760164 



BLAST score 


35 


E value 


2.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K18P6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


218488 


Seq. ID 


LIB3148-04 8-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl / / 1 / ou 


BLAST score 


413 


E value 


1.0e-40 


Match length 


110 


% identity 


79 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


218489 


Seq. ID 


LIB3148-04 8-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gll68746 


BLAST score 


JLD4 


E value 


1.0e-12 


Match length 


60 


% identity 


63 


NCBI Description 


CARBONIC ANHYDRASE {CARBONATE DEHYDRATASE) 




>gi_2147169_pir S61882 carbonate dehydratase (EC 4.2.1.1 




- Flaveria brownii >gi 606813 (U08402) carbonic anhydrase 




[Flaveria brownii] 


Seq. No. 


218490 


Seq. ID 


LIB3148-04 8-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3894194 


BLAST score 


276 


E value 


1.0e-24 


Match length 


86 


% identity 


62 


NCBI Description 


(AC005662) putative strictosidine synthase [Arabidopsis 




thaliana] 


Seq. No. 


218491 


Seq. ID 


LIB3148-048-Q1-K1-H4 


Method 


BLASTX 



30690 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2492953 
316 

3.0e-29 

77 

78 

CHORISMATE SYNTHASE 2 PRECURSOR 

( 5 -ENOLPYRUVYLSHIKIMATE- 3- PHOS PHATE PHOSPHOLYASE 2) 

>gi_542027_pir S40409 chorismate synthase (EC 4.6.1, 

precursor - tomato >gi_410484_emb_CAA7 9854_ (Z21791) 
chorismate synthase 2 [Lycopersicon esculentum] 



4) 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218492 

LIB3148-048-Q1-K1-H6 

BLASTN 

g606649 

33 

2.0e-09 

33 
100 

Gossypium hirsutum polygalacturonase mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218493 

LIB3148-048-Q1-K1-H7 

BLASTX 

g2398831 

587 

5.0e-61 

127 
87 

(X75542) 4-coumarate:CoA ligase [Vanilla planifolia] 
218494 

LIB3148-048-Q1-K1-H8 

BLASTX 

gl70507 

180 

3.0e-13 

73 

53 

(M59251) ORF [Lycopersicon esculentum] >gi_1172167 (U44386) 
heat shock protein [Solanum lycopersicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218495 

LIB314 8-04 9-Q1-K1-A1 

BLASTN 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



218496 

LIB314 8-04 9-Q1-K1-A5 

BLASTX 

g4239845 

180 



30691 



E'* value 


3.0e-13 


Match length 


79 


% identity 


47 


NCBI Description 


(AB015855) transcription factor TEIL 


Seq. No. 


218497 


Seq. ID 


LIB3148-04 9-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl928981 


DJjn,0 X oLUIC 


vlO 


E value 


1.0e-64 


Match length 


139 


% identity 


63 


NCBI Description 


(U92651) tonoplast intrinsic protein ] 




oleracea var. botrytis] 


Seq. No. 


218498 


Seq. ID 


LIB3148-049-Q1-K1-A7 


Method 


BLASTX 


NPRT (IT 




BLAST score 


258 


E value 


2.0e-22 


Match length 


94 


% identity 


54 


NCBI Description 


(AC007045) hypothetical protein [Arab 


Seq. No. 


218499 


Seq. ID 


LIB314 8-04 9-Q1-K1-A9 


Method 


BLASTX 




y ^ / OjOj / 


BLAST score 


246 


E value 


6.0e-21 


Match length 


83 


% identity 


64 


NCBI Description 


(Z96936) NAP16kDa protein [Arabidopsi; 


Seq. No. 


218500 


Seq. ID 


LIB314 8-04 9-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2494034 


BLAST score 


486 


E value 


5.0e-49 


Match length 


108 


% identity 


89 


NCBI Description 


DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE ] 



(DGK 1) (DAG 
S71467 diacylglycerol kinase - 

(D63787) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



KINASE 1) >gi_2129573_pir 

Arabidopsis thaliana >gi_137 4 772_dbj_BAA09856 
diacylglycerol kinase [Arabidopsis thaliana] 

218501 

LIB3148-04 9-Q1-K1-B4 

BLASTX 

g730290 

363 

1.0e-34 

119 

55 



30692 




NCBI Description 


PECTATE LYASE PRECURSOR >gi 322883 pir S29612 pectate 




lyase - trumpet lily >gi 19451 emb CAA78976 (Z17328) 




pectate lyase [Lilium longif lorum] >gi_308902 (L18911) 




pectate lyase [Lilium longiflorum] 


Seq. No. 


218502 


Seq. ID 


LIB3148-04 9-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4454480 


BLAST score 


241 


E value 


2.0e-20 


Match length 


98 


% identity 


46 


NCBI Description 


(AC006234) putative ( 1-4 ) -beta-mannan endohydrolase 




[Arabidopsis thaliana] 


Seq. No. 


218503 


Seq. ID 


LIB3148-04 9-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g!174592 


BLAST score 


746 


V. XT^t 1 no 

J-J V d _L Li\Z- 


1 . Oe-79 


Match length 


141 


% identity 


100 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubi 




- garden pea >gi 525332 (U1258 9) alpha-tubulin [Pisum 




sativum] 


Seq. No. 


218504 


Seq. ID 


LIB314 8-04 9-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4567225 


BLAST score 


284 


E value 


2.0e-25 


Match length 


71 


% identity 


72 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218505 


Seq. ID 


LIB3148-04 9-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll74870 


BLAST score 


273 


V, Vri 1 UP 


4 . 0e-24 


Match length 


72 


% identity 


74 


NCBI Description 


-'UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 




>gi_633685__emb_CAA558 61_ (X79274) ubiquinol-- cytochrome 




reductase [Solanum tuberosum] 


Seq. No. 


218506 


Seq. ID 


LIB314 8-04 9-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4567243 


BLAST score 


392 


E value 


5.0e-38 


Match length 


138 



30693 



% identity 

NCBI Description 



51 

(AC007070) putative synaptobrevin protein [Arabidopsis 
thaliana] 



O C ^ * 1 \ \J ■ 


91 ft S07 

X. O ~J \J 1 


Seq. ID 


LIB314 8-04 9-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4469020 


BLAST score 


149 


E value 


8.0e-10 


Match length 


39 


% identity 


74 


NCBI Description 


(AL035602) putative protein (fragment) 




thaliana] 


Seq. No. 


218508 


Seq. ID 


LIB3148-04 9-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


296 


E value 


9.0e-27 


Match length 


143 


% identity 


42 


NCBI Description 


(U28047) beta glucosidase [Oryza sativa 


Seq. No. 


218509 


Seq. ID 


LIB3148-04 9-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


275 


E value 


2.0e-24 


Match length 


106 


% identity 


52 


NCBI Description 


(Y09482) HMG1 [Arabidopsis thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

218510 

LIB3148-04 9-Q1-K1-E3 

BLASTX 

g3986750 

747 

1.0e-79 

138 
97 

(AF107464) serine/threonine protein phosphatase type 2A 
fHevea brasiliensis ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218511 

LIB314 8-04 9-Q1-K1-E5 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



30694 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218512 

LIB3148-04 9-Q1-K1-E6 

BLASTX 

g421826 

489 

2.0e-49 

98 

86 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036__emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218513 

LIB314 8-049-Q1-K1-E7 

BLASTX 

g421826 

196 

2.0e-26 

94 
65 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036__emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218514 

LIB3148-049-Q1-K1-F1 

BLASTN 

g3510339 

34 

1.0e-09 

157 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

218515 

LIB314 8-04 9-Q1-K1-F2 

BLASTX 

g3776559 

447 

2.0e-44 

130 

73 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218516 

LIB3148-04 9-Q1-K1-F4 

BLASTX 

gl35535 

360 

2.0e-34 

118 

67 



30695 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-1-ALPHA) 

(CCT-ALPHA) >gi_322 602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj__BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_232 62 65_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



218517 
LIB314J 
BLASTX 
g38855] 
274 

3.0e-2< 
72 
74 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 



18-049-Q1-K1-F5 
i 

>15 

U 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218518 

LIB314 8-04 9-Q1-K1-G10 

BLASTX 

g3056601 

250 

2.0e-21 

122 

48 

(AC004255) T1F9.22 [Arabidopsis thaliana] 
218519 

LIB3148-04 9-Q1-K1-G12 

BLASTX 

g4467123 

303 

1.0e-27 

129 
53 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
218520 

LIB3148-049-Q1-K1-G2 

BLASTX 

g4309732 

220 

7.0e-18 

64 

62 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
218521 

LIB314 8-04 9-Q1-K1-G3 

BLASTN 

g2244733 

169 

3.0e-90 

251 
97 

Cotton mRNA for actin, clone CF456, partial cds 



30696 



II 



Seq. No. 


218522 


Seq. ID 


LIB3148-049-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g544184 


BLAST score 


233 


E value 


2.0e-19 


Match lenath 


66 


% identity 


67 


NCBI Description 


4 -AL P HA- GLUCANO TRANSFERASE PRECURSOR (AMYLOMALTASE) 




(DISPROPORTIONATING ENZYME) (D-ENZYME) 




>gi 322785 pir A45049 4-alpha-glucanotransf erase ( 




2.4.1.25) - potato >gi_296692_emb__CAA48 630_ (X68664 




4-alpha-glucanotransferase [Solanum tuberosum] 


Seq. No. 


218523 


Seq. ID 


LIB3148-04 9-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g485512 


BLAST score 


211 


E value 


5.0e-17 


Match length 


79 


% identity 


52 


NCBI Inscription 


salt-associated protein csaA - sweet orange 


Seq. No. 


218524 


Seq. ID 


LIB3148-04 9-Q1-K1-H11 


Met hod 




NCBI GI 


gl619300 


BLAST score 


466 


E value 


9.0e-47 


Match length 


111 


% identity 


79 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


218525 


Seq. ID 


LIB3148-049-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


CT 4 


BLAST score 


178 


E value 


1.0e-25 


Match length 


78 


% identity 


81 


NCBI Description 


(AC007168) putative trehalose-6-phosphate phosphata: 




[Arabidopsis thaliana] 


Seq. No. 


218526 


Seq. ID 


LIB3148-050-Q1-K1-A9 


M^t hor3 




NCBI GI 


gl944575 


BLAST score 


645 


E value 


1.0e-67 


Match length 


142 


% identity 


81 


NCBI Description 


(Z94058) pectinesterase [Lycopersicon esculentum] 


Seq. No. 


218527 



30697 



II 



Seq. ID 


LIB314 8-050-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl439609 


JD.Li.riOl bLOIc 


17ft 
X / 0 


E value 


8.0e-19 


Match length 


66 


% identity 


79 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 




hirsutum] 


Seq. No. 


218528 


Seq. ID 


LIB314 8-050-Q1-K1-B12 


Method 


BLASTX 




0,00 o Qp 7 i 


BLAST score 


173 


E value 


2.0e-12 


Match length 


37 


% identity 


73 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


218529 


Seq. ID 


LIB314 8-050-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3687245 


bLAb l score 


Ann 


E value 


5.0e-48 


Match length 


110 


% identity 


78 


NCBI Description 


(AC005169) putative ribosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


218530 


Seq. ID 


LIB3148-050-Q1-K1-B6 


Method 


BLASTX 




g4 oiuoo i 


BLAST score 


185 


E value 


8.0e-14 


Match length 


102 


% identity 


48 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218531 


Seq. ID 


LIB314 8-050-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl076510 


BLAST score 


235 


E value 


1.0e-19 


Match length 


101 


% identity 


51 



NCBI Description 



peptidylprolyl isomerase 
>gi_8 2911 9_emb_CAA5 2 4 1 4_ 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218532 

LIB3148-050-Q1-K1-C7 

BLASTX 

g4539292 



30698 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 

6.0e-27 

100 
61 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 


218533 


Seq. ID 


LIB3148-050-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2828147 


BLAST score 


297 


E value 


5.0e-27 


Match length 


96 


% identity 


58 


NCBI Description 


(AF042384) BC-2 protein [Homo sapiens] 


Seq. No. 


218534 


Seq. ID 


LIB3148-050-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


618 


E value 


1.0e-64 


Match length 


123 


% identity 


33 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218535 

LIB3148-050-Q1-K1-E11 

BLASTX 

gll3512 

182 

2.0e-13 

50 

70 

FLORAL HOMEOTIC PROTEIN AGL2 >gi_81610_pir B39534 floral 

homeotic protein AGL2 - Arabidopsis thaliana >gi_166591 
(M55551) transcription factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218536 

LIB3148-050-Q1-K1-E3 

BLASTX 

gl684851 

313 

9.0e-29 

108 

57 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 



Seq. No. 218537 

Seq. ID LIB3148-050-Q1-K1-E5 

Method BLASTX 

NCBI GI g2507421 

BLAST score 137 

E value 1.0e-08 

Match length 31 

% identity 87 



30699 



NCBI Description 



PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 4 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



218538 

LIB3148-050-Q1-K1-E6 

BLASTX 

g730290 

568 

1. Oe-58 

140 

71 

PECTATE LYASE PRECURSOR >gi_322883_pir S29612 pectate 

lyase - trumpet lily >gi_19451_emb_CAA78 97 6_ (Z17328) 
pectate lyase [Lilium longiflorum] >gi_308902 (L18911) 
pectate lyase [Lilium longiflorum] 

218539 

LIB3148-050-Q1-K1-E7 

BLASTX 

g3860259 

196 

3.0e-15 

108 
43 

(AC005824) unknown protein [Arabidopsis thaliana] 
218540 

LIB314 8-050-Q1-K1-E8 

BLASTX 

g3482931 

343 

2.0e-32 

108 

64 

(AC003970) germin-like protein [Arabidopsis thaliana] 
218541 

LIB3148-050-Q1-K1-F10 

BLASTX 

g464987 

265 

3.0e-23 

51 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN- PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

218542 

LIB3148-050-Q1-K1-F11 
BLASTX 



30700 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702317 
161 

5.0e-ll 

37 
92 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi_4559376_gb__AAD23036.1_AC006526_l (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


218543 


Seq. ID 


LIB3148-050-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


494 


E value 


4 . ue-ou 


Match length 


117 


% identity 


74 


NCBI Description 


(AL022 604) putative protein ! 


Seq. No. 


218544 


Seq. ID 


LIB3148-050-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3334261 


BLAST score 


143 


E value 


3.0e-09 


Match length 


39 


% identity 


67 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN 


metallothionein-like protein 


Seq. No. 


218545 


Seq. ID 


LIB3148-050-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3790554 


BLAST score 


222 


E value 


4 . ue-lo 


Match length 


97 


% identity 


47 


NCBI Description 


(AF078683) RING-H2 finger pr< 




thaliana] 


Seq. No. 


218546 


Seq. ID 


LIB3148-050-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


573 


E value 


3.0e-59 


Match length 


118 


% identity 


87 


NCBI Description 


(AC005395) unknown protein [J 


Seq. No. 


218547 


Seq. ID 


LIB3148-050-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3024017 


BLAST score 


472 


E value 


2.0e-47 



2 >gi_1655851 (U61973) 



30701 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
95 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

218548 

LIB3148-050-Q1-K1-H5 

BLASTX 

gl408471 

418 

4.0e-41 

93 
84 

(U4 8938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

218549 

LIB3148-050-Q1-K1-H9 

BLASTX 

g3080395 

281 

5.0e-25 

120 

55 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
218550 

LIB3148-051-Q1-K1-A10 

BLASTX 

g2244732 

577 

9.0e-60 

107 
92 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
218551 

LIB3148-051-Q1-K1-A2 

BLASTX 

g2459412 

265 

3.0e-23 

97 

52 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
218552 

LIB3148-051-Q1-K1-A9 

BLASTX 

g3024386 

606 

4 .Oe-63 

130 

87 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 



30702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi~606650 (U09717) polygalacturonase [Gossypium hirsutum] 

218553 

LIB314 8-051-Q1-K1-B1 

BLASTX 

g2760326 

197 

3.0e-15 

97 

43 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
218554 

LIB3148-051-Q1-K1-B2 

BLASTX 

gl70354 

449 

1.0e-44 

90 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
218555 

LIB3148-051-Q1-K1-B3 

BLASTX 

g3377764 

398 

8.0e-39 

84 
88 

(AF079851) nodule-enhanced sucrose synthase [Pisum sativum] 
218556 

LIB3148-051-Q1-K1-B4 

BLASTX 

g2809253 

188 

4.0e-14 

70 
50 

(AC002560) F21B7.22 [Arabidopsis thaliana] 
218557 

LIB3148-051-Q1-K1-B8 

BLASTX 

gl703380 

377 

2.0e-36 

72 
100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

218558 

LIB314 8-051-Q1-K1-C1 
BLASTX 



30703 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244905 
346 

8.0e-33 

112 

57 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218559 

LIB3148-051-Q1-K1-C11 

BLASTX 

gll69534 

390 

8.0e-38 

81 

94 

ENOLASE ( 2 -PHOSPHOGLYCERATE DEHYDRATASE) 

( 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE ) >gi__5 4201 9 jpir S392 0 3 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 33609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218560 

LIB3148-051-Q1-K1-C12 

BLASTX 

g2804278 

620 

8.0e-65 

139 

84 

(AB003516) squalene epoxidase [Panax ginseng] 
218561 

LIB3148-051-Q1-K1-C4 

BLASTX 

g584865 

405 

1.0e-39 

127 
55 

CYTOCHROME P450 
>gi_542073__pir 



7 6A2 (CYPLXXVIA2) (P-450EG7) 
S38534 cytochrome P450 76A2 - eggplant 



>gi_415911_emb_CAA50648_ (X71657) P450 hydroxylase [Solanum 
melongena] 

218562 

LIB3148-051-Q1-K1-D1 

BLASTX 

gl076511 

594 

9.0e-62 

136 

82 

H-H-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi__758250_emb_CAA597 99_ (X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 



30704 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218563 

LIB3148-051-Q1-K1-D11 

BLASTX 

g3913518 

211 

8.0e-17 

54 

83 

3' (2 f ) , S'-BISPHOSPHATE NUCLEOTIDASE 

(3 1 (2 1 ) , 5-BISPHOSPHONUCLEOSIDE 3 1 (2 T ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1103921 (U40433) 3 f (2 f ) , 5 f -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



No. 

ID 



Seq 
Seq 
Method 
NCBI GI 



218564 

LIB314 8-051-Q1-K1-D12 

BLASTX 

g2134385 



BLAST score 


544 


E value 


7.0e-56 


Match length 


137 


% identity 


73 


NCBI Description 


protein kinase - chicken >gj 




[Gallus gallus] 


ci^rr No 

i_J \3 \-A • i. * \_/ • 


218565 


Seq. ID 


LIB3148-051-Q1-K1-D2 


Mf^t" h od 


BLASTX 


NCBI GI 


g3688170 


BLAST score 


394 


E value 


3.0e-38 


Match length 


110 


% identity 


70 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


218566 


Seq. ID 


LIB3148-051-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g567893 


BLAST score 


201 


E value 


1.0e-15 


Match length 


100 


% identity 


29 


NCBI Description 


(L37382) beta-galactosidase 




[Cloning vector] 


Seq. No. 


218567 


Seq. ID 


LIB3148-051-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2687435 


BLAST score 


85 


E value 


5.0e-40 


Match length 


105 


% identity 


95 


NCBI Description 


Hamamelis virginiana large 




partial sequence 



Seq. No. 



218568 



30705 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-051-Q1-K1-D8 

BLASTX 

g4033467 

190 

2.0e-14 

82 

57 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218569 

LIB3148-051-Q1-K1-F1 

BLASTX 

g832876 

314 

9.0e-39 

99 

78 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218570 

LIB314 8-051-Q1-K1-F10 

BLASTX- 

g2281115 

598 

3.0e-62 

140 
77 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218571 

LIB3148-051-Q1-K1-F11 
BLASTX <, 
g2281115 
433 

8.0e-44 
121 

74 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218572 

LIB3148-051-Q1-K1-F4 

BLASTX 

g2244732 

731 

8.0e-78 

139 
95 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



218573 

LIB314 8-051-Q1-K1-F5 



30706 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2970051 

460 

5.0e-46 

95 
92 

(AB012110) ARG10 [Vigna radiata] 
218574 

LIB3148-051-Q1-K1-F9 

BLASTX 

g3738297 

159 

1.0e-10 

60 

13 

(AC005309) unknown protein [Arabidopsis thaliana] 
218575 

LIB3148-051-Q1-K1-G10 

BLASTX 

g3355471 

370 

2,0e-35 

91 

67 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 


218576 


Seq. ID 


LIB3148-C 


Method 


BLASTX 


NCBI GI 


g4027891 


BLAST score 


622 


E value 


5.0e-65 


Match length 


136 


% identity 


82 


NCBI Description 


(AF04935 


Seq. No. 


218577 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g3927826 


BLAST score 


152 


E value 


6.0e-10 


Match length 


103 


% identity 


36 


NCBI Description 


(AC00572 


Seq. No. 


218578 


Seq. ID 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


139 


E value 


1.0e-08 


Match length 


48 


% identity 


58 



30707 



NCBI Description 



(AC002330) putative culiin-like 1 protein [Arabidopsis 
thaliana] 





21857 9 


Seq. ID 


LIB3148-051-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


230 


E value 


4.0e-19 


Match length 


60 


% identity 


73 


NCBI Description 


(Y15430) adenosine k: 


Seq. No. 


218580 


Seq. ID 


LIB3148-051-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


597 


E value 


4.0e-62 


Match length 


137 


% identity 


85 


NCBI Description 


S -ADENOS YLMETH I ONINE 




ADENOSYLTRANSFERASE : 



SYNTHETASE 1 (METHIONINE 
1) (ADOMET SYNTHETASE 1) 
>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218581 

LIB3148-051-Q1-K1-H5 

BLASTX 

g4455276 

219 

9.0e-18 

64 
61 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

218582 

LIB314 8-052-Q1-K1-A10 

BLASTX 

g3123745 

486 

3.0e-49 

105 

87 

(AB0134 47) aluminum- induced [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218583 

LIB3148-052-Q1-K1-A12 

BLASTX 

g3668077 

145 

4.0e-09 

63 
52 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 



30708 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



218584 

LIB3148-052-Q1-K1-A2 

BLASTX 

g3599968 

385 

1.0e-37 

80 

86 

(AF032123) clp protease [Arabidopsis thaliana] 
218585 

LIB3148-052-Q1-K1-A4 

BLASTX 

g3695021 

522 

2.0e-53 

113 

85 

(AF055849) hypothetical protein [Arabidopsis thaliana] 
218586 

LIB3148-052-Q1-K1-A5 

BLASTX 

g4415992 

621 

5.0e-65 

120 
98 

(AF059288) beta-tubulin 2 (Eleusine indica] 
218587 

LIB3148-052-Q1-K1-A6 

BLASTX 

g4567245 

392 

3.0e-38 

119 

31 

(AC007070) unknown protein [Arabidopsis thaliana] 
218588 

LIB3148-052-Q1-K1-A7 

BLASTX 

g4263785 

335 

2.0e-31 

114 

57 

(AC006068) putative Tiny protein [Arabidopsis thaliana] 
218589 

LIB3148-052-Q1-K1-B3 

BLASTX 

g231586 

274 

2.0e-24 
57 



30709 



% identity 

NCBI Description ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 

>gi 18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 

beta-subunit [Hevea brasiliensis] 



Seq. No. 218590 

Seq. ID LIB3148-052-Q1-K1-B6 

Method BLASTX 

NCBI GI gl350944 

BLAST score 392 

E value 3.0e-38 

Match length 8 0 

% identity 97 

NCBI Description 4 OS RIBOSOMAL PROTEIN S17 

Seq, No. 218591 

Seq, ID LIB3148-052-Q1-K1-B9 

Method BLASTX 

NCBI GI gl531758 

BLAST score 408 

E value 6.0e-40 

Match length 112 

% identity 70 ' nno^ooN 

NCBI Description (X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

Seq. No. 218592 

Seq. ID LIB3148-052-Q1-K1-C12 

Method BLASTX 

NCBI GI g3935167 

BLAST score 410 

E value 4.0e-40 

Match length 98 

% identity 85 

NCBI Description (AC004557) F17L21.10 [Arabidopsis thaliana] 

Seq. No. 218593 

Seq. ID LIB3148-052-Q1-K1-C3 

Method BLASTX 

NCBI GI gl617270 

BLAST score 569 

E value 7.0e-59 

Match length 123 

% identity 80 

NCBI Description (X94 624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 218594 

Seq. ID LIB3148-052-Q1-K1-D4 

Method BLASTX 

NCBI GI g3264607 

BLAST score 227 

E value 1.0e-18 

Match length 47 

% identity 81 

NCBI Description (AF061509) shaggy kinase homolog [Zea mays] 



30710 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218595 

LIB3148-052-Q1-K1-D7 

BLASTX 

g3023195 

385 

1.0e-37 

78 
96 

14-3-3-LIKE PROTEIN B 
[Glycine max] 



(SGF14B) >gi_1575727 (U70534) SGF14B 



218596 

LIB3148-052-Q1-K1-D8 

BLASTX 

g3892056 

327 

1.0e-30 

79 
80 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
218597 

LIB3148-052-Q1-K1-E10 

BLASTX 

g3377797 

554 

5.0e-57 

138 

77 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

218598 

LIB3148-052-Q1-K1-E11 

BLASTX 

g3367536 

267 

2.0e-23 

64 

86 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04 695 comes from this gene. 

[Arabidopsis thaliana] 

218599 

LIB3148-052-Q1-K1-E12 

BLASTX 

gl922242 

147 

2.0e-09 

28 
86 



30711 



NCBI Description 



(Y10084) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218600 

LIB3148-052-Q1-K1-E3 

BLASTX 

g4206195 

202 

5.0e-16 

39 

87 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218601 

LIB3148-052-Q1-K1-E4 

BLASTX 

g2129604 

249 

3.0e-21 

54 

85 

GTP-binding protein 1 - Arabidopsis thaliana 

>gi__2129607 _pir S71584 GTP-binding protein ATBG1 

Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218602 

LIB3148-052-Q1-K1-E6 

BLASTX 

g3377797 

431 

9.0e-43 

117 

72 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218603 

LIB3148-052-Q1-K1-E8 

BLASTX 

g4455298 

162 

2.0e-ll 

44 
66 

(AL035528) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218604 

LIB314 8-052-Q1-K1-F10 

BLASTX 

g3860321 

501 

8.0e-51 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
68 

(AJ012687) beta-galactosidase [Cicer arietinum] 
218605 

LIB3148-052-Q1-K1-F4 

BLASTX 

g3641870 

261 

1.0e-22 

112 
50 

(AJ011013) hypothetical protein [Cicer arietinum] 
218606 

LIB3148-052-Q1-K1-F9 

BLASTX 

g3169883 

146 

3.0e-09 

35 
77 

(AF033194 ) dehydroquinate dehydratase /shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] >gi_3169888 
(AF034 411) dehydroquinate dehydratase /shi kimate : NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218607 

LIB3148-052-Q1-K1-G10 

BLASTX 

g3540199 

470 

3.0e-47 

120 

74 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

218608 

LIB3148-052-Q1-K1-G12 

BLASTX 

g4325341 

400 

6.0e-39 

81 

89 

(AF128393) similar to the Drosophila DES-1 protein 
(GB:X94180) [Arabidopsis thaliana] 

218609 

LIB3148-052-Q1-K1-G4 

BLASTX 

g3540199 

219 

4.0e-28 

80 
82 
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NCBI Description 



(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218610 

LIB3148-052-Q1-K1-G7 

BLASTX 

g3122388 

440 

l.Qe-43 

95 
23 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 (AF016847) WD- 
repeat protein [Arabidopsis thaliana] 



40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218611 

LIB314 8-052-Q1-K1-H4 

BLASTX 

g2695925 

324 

2.0e-30 

85 

74 

(AJ222776) hypothetical protein [Hordeum vulgare] 
218612 

LIB314 8-052-Q1-K1-H9 

BLASTN 

g3821780 

36 

1.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
218613 

LIB3148-053-Q1-K1-A1 

BLASTN 

gl67325 

57 

3.0e-23 

113 

88 

Gossypium hirsutum group 4 late embryogenes is -abundant 
protein (Leal4-A) gene, complete cds 

218614 

LIB3148-053-Q1-K1-A2 

BLASTX 

gl729971 

316 

4.0e-29 

79 

72 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip prote 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



218615 

LIB3148-053-Q1-K1-A3 

BLASTX 

g2281633 

336 

2.0e-31 

141 

55 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

218616 

LIB3148-053-Q1-K1-A4 

BLASTX 

g3128228 

190 

2.0e-14 

38 

92 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_333737 6 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

218617 

LIB3148-053-Q1-K1-A9 

BLASTX 

g3395436 

242 

2.0e-20 

62 
69 

(AC004683) unknown protein [Arabidopsis thaliana] 
218618 

LIB3148-053-Q1-K1-B7 

BLASTX 

gll30682 

314 

5.0e-29 

71 
83 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
218619 

LIB3148-053-Q1-K1-B8 

BLASTX 

g2827704 

417 

6.0e-41 

113 

74 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
218620 

LIB3148-053-Q1-K1-C12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70745 
332 

5.0e-31 

76 
79 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >giJL 67326 
(M88321) Group 4 late embryogenesis-abunciant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218621 

LIB3148-053-Q1-K1-C2 

BLASTX 

g3461844 

146 

2.0e-09 

77 

43 

(AC005315) hypothetical protein [Arabidopsis thaliana] 
218622 

LIB314 8-053-Q1-K1-C5 

BLASTX 

g3249084 

568 

1.0e-58 

140 
25 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

218623 

LIB3148-053-Q1-K1-C6 

BLASTX 

g3702326 

619 

1.0e-64 

124 
89 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
218624 

LIB3148-053-Q1-K1-D12 

BLASTX 

g3860277 

464 

1.0e-46 

124 

74 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394__gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



218625 

LIB3148-053-Q1-K1-E12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129772 
161 

2.0e-ll 

33 
82 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218626 

LIB3148-053-Q1-K1-E4 

BLASTN 

gl2292 

270 

1.0e-150 

381 
93 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 



Seq. No. 


218627 


Seq. ID 


LIB3148-053-Q1-K1-E6 


Method 


BLASTX 


--NCBI GI 


g45390U 3 


BLAST score 


202 


E value 


9.0e-16 


Match length 


106 


% identity 


24 


NCBI Description 


(AL049481) putative protein [Arabidops 


Seq. No. 


218628 


Seq. ID 


LIB3148-053-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4469025 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


37 


% identity 


81 


NCBI Description 


(AL035602) putative protein [Arabidops 


Seq. No. 


218629 


Seq. ID 


LIB3148-053-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


629 


E value 


7.0e-66 


Match length 


139 


% identity 


88 


NCBI Description 


(X95905) 14-3-3 protein [Lycopersicon 


Seq. No. 


218630 


Seq. ID 


LIB3148-053-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2281081 


BLAST score 


33 


E value 


6.0e-09 


Match length 


87 



30717 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



91 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

218631 

LIB3148-053-Q1-K1-F10 

BLASTX 

g4490728 

287 

9.0e-26 

80 
64 

(AL035709) putative protein [Arabidopsis thaliana] 
218632 

LIB3148-053-Q1-K1-F11 

BLASTX 

g3309583 

585 

1.0e-60 

136 
86 

(AF073830) f ructose-6-phosphate 

2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosum] 
218633 

LIB314 8-053-Q1-K1-F5 

BLASTX 

g4530585 

357 

6.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
218634 

LIB314 8-053-Q1-K1-H11 

BLASTX 

gll70568 

203 

6.0e-16 

42 
95 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC 5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751__ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 
218635 

LIB3148-053-Q1-K1-H2 

BLASTX 

gl69363 

337 

1.0e-31 
66 
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NCBI Description (M75856) PVPR3 [Phaseolus vulgaris] 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218636 

LIB3148-053-Q1-K1-H3 

BLASTX 

g2673917 

538 

4.0e-55 
126 
76 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218637 

LIB3148-053-Q1-K1-H8 

BLASTX 

g4105798 

318 

2.0e-29 

95 

49 

(AF049930) PGP237-11 [Petunia x hybrida] 
218638 

LIB3148-054-Q1-K1-A10 

BLASTX 

g2129496 

625 

2.0e-65 
134 



acetolactate synthase 
upland cotton 



(EC 4.1.3.18) precursor (clone A19) 



Seq. No. 
Seq. ID 

Method 



218639 

LIB3148-054-Q1-K1-A3 

BLASTX 

g2213425 

239 

7.0e-32 

89 

41 

(Z97064) hypothetical protein [Citrus x paradisi] 
218640 

LIB3148-054-Q1-K1-A5 

BLASTX 

g2213425 

196 

4.0e-15 

48 
40 

(Z97064) hypothetical protein [Citrus x paradisi] 
218641 

LIB3148-054-Q1-K1-B11 
BLASTX 
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NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2894612 
384 

3.0e-37 

107 

67 

(AL02188 9) putative protein [Arabidopsis thaliana] 
218642 

LIB3148-054-Q1-K1-B3 

BLASTX 

g2760326 

224 

2.0e-18 

119 
42 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
218643 

LIB3148-054-Q1-K1-B6 

BLASTX 

gl435021 

173 

2.0e-12 

98 
44 

(D2 657 5) DNA-binding protein [Daucus carota] 
218644 

LIB3148-054-Q1-K1-B9 

BLASTX 

g2894612 

637 

9.0e-67 

139 

84 

(AL021889) putative protein [Arabidopsis thaliana] 
218645 

LIB3148-054-Q1-K1-C8 

BLASTX 

g2129709 

268 

1.0e-23 

105 
50 

reverse transcriptase - Arabidopsis thaliana 
retrotransposon Tall-1 >gi_976278 (L47193) reverse 
transcriptase [Arabidopsis thaliana] 

218646 

LIB3148-054-Q1-K1-D4 

BLASTX 

g4204575 

418 

4.0e-41 

129 

64 
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NCBI Description (AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218647 

LIB3148-054-Q1-K1-D5 

BLASTX 

g4150963 

276 

7.0e-32 

106 
68 

(Y18620) DsPTPl protein [Arabidopsis thaliana] 



218648 

LIB3148-054-Q1-K1-D8 

BLASTX 

g417103 

524 

1.0e-53 

122 
87 

HISTONE H3.2, MINOR 
H3.3-like protein 



Seq. No. 
Seq. ID 

Method 



>gi_282871_pir S24346 histone 

Arabidopsis thaliana 
>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb__CAA42958_ (X60429) 
histone H3 . 3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi__488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi__510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi__3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi__4 0384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 907 54_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

218649 

LIB3148-054-Q1-K1-E7 

BLASTX 

gll72995 

182 

2.0e-13 

58 
66 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_7102 95_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

218650 

LIB3148-054-Q1-K1-E9 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204575 
248 

1.0e-27 

98 

68 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
218651 

LIB3148-054-Q1-K1-F10 

BLASTX 

gl399450 

693 

2.0e-73 

135 

97 

(U47660) beta-tubulin 2 [Lupinus albus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218652 

LIB3148-054-Q1-K1-F3 

BLASTN 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218653 

LIB3148-054-Q1-K1-F4 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218654 

LIB3148-054-Q1-K1-F9 

BLASTX 

g4469011 

624 

3.0e-65 

133 
86 

(AL035602) 
thaliana] 



carbohydrate kinase-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218655 

LIB3148-054-Q1-K1-G12 

BLASTX 

gl351408 

472 

1.0e-47 

114 

79 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 
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>gi_107 65 63__pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 


218656 


Seq. ID 


LIB3148-054-Q1-K1-G2 


Method 


BLAST X 


NCBI GI 


g2909783 


BLAST score 


141 


E value 


9.0e-09 


Match length 


40 


% identity 


62 


NCBI Description 


(AF020289) MgATP-energiz 




[Arabidopsis thaliana] 


Seq. No. 


218657 


Seq. ID 


LIB3148-054-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


602 


E value 


1.0e-62 


Match length 


125 


% identity 


91 


NCBI Description 


(D85339) hydroxypyruvate 


Seq. No. 


218658 


Seq. ID 


LIB3148-054-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3024434 


BLAST score 


388 


E value 


1.0e-37 


Match length 


76 


% identity 


100 


NCBI Description 


26S PROTEASE REGULATORY 




PROTEIN HOMOLOG 1) (TBP- 




(D88663) Tat binding pro 


Seq. No. 


218659 


Seq. ID 


LIB314 8-054-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2492519 


BLAST score 


727 


E value 


2.0e-77 


Match length 


139 


% identity 


100 



S-con jugate pump 



(TAT-BINDING 



1 [Brassica rapa] 



NCBI Description 



26S PROTEASE REGULATORY SUBUNIT 7 (2 6S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



218660 

LIB3148-054-Q1-K1-H2 

BLASTX 

g3341688 

412 

2.0e-40 

138 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lenqth 

.% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 

218661 

LIB3148-054-Q1-K1-H3 

BLASTN 

g3821780 

36 

3.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
218662 

LIB3148-054-Q1-K1-H5 

BLASTX 

g4455208 

572 

3.0e-59 

133 

77 

(AL035440) putative protein [Arabidopsis thaliana] 
218663 

LIB3148-054-Q1-K1-H6 

BLASTX 

g4490737 

264 

5.0e-23 

64 
80 

(AL035708) putative protein [Arabidopsis thaliana] 
218664 

LIB3148-055-Q1-K1-A10 

BLASTX 

g2160182 

472 

2.0e-47 

118 

78 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gbJSf97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

218665 

LIB3148-055-Q1-K1-A11 

BLASTX 

g4512685 

558 

1.0e-57 

131 
79 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987. 1__AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218666 

LIB3148-055-Q1-K1-A4 

BLASTX 

gl477428 

534 

9.0e-55 

120 

88 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 



218667 

LIB3148-055-Q1-K1-A6 

BLASTX 

g3877951 

183 

1.0e-13 

128 

27 

(Z81555) predicted using Genefinder 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Caenorhabditis 



218668 

LIB3148-055-Q1-K1-A7 

BLASTX 

gl931641 

274 

3.0e-24 

129 

53 

(U95973) unknown protein [Arabidopsis thaliana] 
218669 

LIB3148-055-Q1-K1-A8 

BLASTX 

g3551031 

571 

4.0e-59 

128 

88 

(AB0114 67) chalcone synthase [Hydrangea macrophylla] 



218670 

LIB3148-055-Q1-K1-B10 

BLASTX 

g2564944 

251 

1.0e-21 

113 

50 

(AF029349) ornithine decarboxylase 
esculentum] 



[Lycopersicon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218671 

LIB3148-055-Q1-K1-B3 

BLASTX 

g3668087 

206 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

98 
31 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
218672 

LIB3148-055-Q1-K1-B7 

BLASTX 

g3880282 

237 

7 ,0e-20 

95 

30 

(Z82059) similar to ABC transporters (2 domains); cDNA EST 
EMBL:D73856 comes from this gene; cDNA EST EMBL:D73975 
comes from this gene; cDNA EST EMBL : C09722 comes from this 
gene; cDNA EST yk428c4.5 comes from this gene; cDNA ES... 
>gi_3881299_emb_CAA21772_ (AL032665) similar to ABC 
transporters (2 domains); cDNA EST EMBL:D73856 comes from 
this gene; cDNA EST EMBL:D73975 comes from this gene; cDNA 
EST EMBL:C09722 comes from this gene; cDNA EST yk428c4.5 
comes from this gene; cDNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218673 

LIB3148-055-Q1-K1-B8 

BLASTX 

g4530585 

181 

1.0e-13 

58 
57 

(AF130978) B12D protein [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218674 

LIB3148-055-Q1-K1-C1 

BLASTX 

g2623881 

192 

7.0e-15 

37 
97 

(AF031318) catalase [Raphanus sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218675 

LIB3148-055-Q1-K1-C10 

BLASTX 

g3482910 

297 

3.0e-40 

109 
64 

(AC003970) Similar to rice water stress induced protein 
gi_537404 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



218676 

LIB3148-055-Q1-K1-C4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g285286 
262 

7.0e~23 

100 

49 

flavonol 4 1 -sulfotransf erase 



Flaveria chloraefolia 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218677 

LIB3148-055-Q1-K1-C5 

BLASTN 

g995906 

34 

1.0e-09 

110 
83 

Gossypium hirsutum nonspecific lipid transfer protein 
precursor mRNA, complete cds 

218678 

LIB3148-055-Q1-K1-C8 

BLASTX 

g3123264 

161 

1.0e-ll 

42 

74 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

218679 

LIB3148-055-Q1-K1-D1 

BLASTX 

g2829751 

215 

3.0e-17 

114 

39 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi__2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

218680 

LIB3148-055-Q1-K1-D10 

BLASTN 

g436031 

54 

1.0e-21 

122 
86 

Nicotiana tabacum (TSC40-4) 
complete cds 

218681 

LIB3148-055-Q1-K1-D11 
BLASTX 
g2104957 



60S ribosomal protein L34 mRNA, 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 

403 

2.0e-39 

112 

68 

(U96924) immunophilin [Arabidopsis thaliana] 
218682 

LIB3148-055-Q1-K1-D5 

BLASTX 

g4008159 

628 

8.0e-66 

125 
90 

(AB015601) DnaJ homolog [Salix gilgiana] 
218683 

LIB3148-055-Q1-K1-E10 

BLASTX 

g4099092 

387 

1.0e-37 

111 
69 

(U83179) unknown [Arabidopsis thaliana] 
218684 

LIB3148-055-Q1-K1-E11 

BLASTX 

g3790587 

181 

6.0e-17 

115 
48 

(AF07 9182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218685 

LIB3148-055-Q1-K1-E5 

BLASTX 

g2738248 

466 

7.0e-47 

105 
84 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218686 

LIB3148-055-Q1-K1-E8 

BLASTX 

g3386614 

488 

2. 0e-49 

130 

39 

(AC004665) putative transcription factor SF3 [Arabidopsis 
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thaliana] 

Seq. No. 218687 

Seq. ID LIB3148-055-Q1-K1-F10 

Method BLASTX 

NCBI GI g2281102 

BLAST score 274 

E value 2.0e-24 

Match length 111 

% identity 61 

NCBI Description (AC002333) SF16 isolog [Arabidopsis thaliana] 

Seq. No. 218688 

Seq. ID LIB3148-055-Q1-K1-F11 

Method BLASTX 

NCBI GI g4325282 

BLAST score 324 

E value 4.0e-30 

Match length 121 

% identity 54 . 

NCBI Description (AF123310) NAC domain protein NAM [Arabidopsis thaliana] 

>gi_4325286_gb_AAD17 314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

218689 

LIB3148-055-Q1-K1-F12 
BLASTX 
g548770 
183 

1.0e-13 

45 
76 

60S RIBOSOMAL PROTEIN L3 >gi__4 8 1228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

218690 

LIB3148-055-Q1-K1-F3 
BLASTX 
g3182981 
435 

3.0e-43 

102 
79 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 

Seq. No. 218691 

Seq. ID LIB3148-055-Q1-K1-F5 

Method BLASTX 

NCBI GI g3915096 

BLAST score 530 

E value 2.0e-54 

Match length 116 

% identity 8 6 

NCBI Description TRANS -CINNAMATE 4-MONOOXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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>gi 1574976 (U47293) trans-cinnamate 4-hydroxylase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218692 

LIB3148-055-Q1-K1-F7 

BLASTX 

g3719211 

580 

4.0e-60 

134 

85 

(U97021) UIP2 [Arabidopsis thaliana] 
218693 

LIB3148-055-Q1-K1-F8 

BLASTN 

g3702734 

42 

2.0e-14 

62 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

218694 

LIB3148-055-Q1-K1-G10 

BLASTX 

g4539455 

287 

5.0e-26 

74 

73 

(AL049500) T5C23.70 [Arabidopsis thaliana] 
218695 

LIB3148-055-Q1-K1-G12 
BLASTX 
~gl707939 
696 

1.0e-73 

138 

93 

GLUCOSE-1-PHOSPHATE AD EN YLYL TRANSFERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) >gi_107 6256_pir S51943 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain Bl precursor - beet (fragment) 

>gi_556622_emb_CAA55515_ (X78899) glucose-l-phosphate 
adenylyltransferase [Beta vulgaris] 

218696 

LIB3148-055-Q1-K1-G3 - 

BLASTX 

g4558552 

546 

3.0e-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
42 

(AC007138) putative P-glycoprotein-like protein 
[Arabidopsis thaliana] 

218697 

LIB3148-055-Q1-K1-G8 

BLASTX 

g2832691 

187 

5.0e-14 

80 
45 

(AL021713) polygalacturonase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218698 

LIB3148-055-Q1-K1-H8 

BLASTX 

g4090257 

461 

4.0e-46 

91 
96 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
218699 

LIB3148-056-Q1-K1-A11 

BLASTX 

g2262118 

173 

2.0e-12 

40 
85 

(AC002343) 
thaliana] 



cell division protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



218700 

LIB3148-056-Q1-K1-A2 

BLASTX 

gl710530 

610 

1.0e-63 

122 

89 

60S RIBOSOMAL PROTEIN L27A >gi_21297 1 9_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

218701 

LIB3148-056-Q1-K1-A3 

BLASTX 

g2914706 

160 

6.0e-ll 

60 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



50 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
218702 

LIB3148-056-Q1-K1-A5 

BLASTX 

g2213600 

454 

2.0e-45 

136 

62 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
218703 

LIB3148-056-Q1-K1-A8 

BLASTX 

g602076 

682 

4.0e-72 

136 

23 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
218704 

LIB3148-056-Q1-K1-B11 

BLASTN 

g3821780 

36 - 

5.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
218705 

LIB3148-056-Q1-K1-B6 

BLASTX 

g3334299 

664 

5.0e-70 

136 

93 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPT I DASE 
COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA74725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 

218706 

LIB3148-056-Q1-K1-B8 

BLASTX 

g3882321 

143 

7.0e-09 

102 
37 

(AB018343) KIAA0800 protein [Homo sapiens] 
218707 

LIB3148-056-Q1-K1-B9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335060 

428 

2.0e-42 

105 
90 

(AF025842] 
thaliana] 



plasma membrane -type calcium ATPase [Arabidopsis 
>gi_ 4468989 emb CAB38303_ (AL035605) plasma 



Seq. No. 
Seq. ID 
Method 



membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 
218708 

LIB3148-056-Q1-K1-C10 

BLASTX 

g4103324 

662 

1.0e-69 

135 
92 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

218709 

LIB3148-056-Q1-K1-C11 

BLASTN 

g3510339 

34 

1.0e-09 

157 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

218710 

LIB3148-056-Q1-K1-C6 

BLASTX 

g322750 

459 

6.0e-46 

88 
99 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

218711 

LIB3148-056-Q1-K1-D1 

BLASTX 

g4469003 

149 

1.0e-09 

67 

45 

(AL035602) putative protein [Arabidopsis thaliana] 
218712 

LIB3148-056-Q1-K1-D5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3193292 
504 

3.0e-51 

135 
73 

{AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

218713 

LIB3148-056-Q1-K1-E10 

BLASTX 

g2655420 

579 

6.0e-60 

129 
91 

(AF035414) heat shock cognate protein HSC70 [Brassica 
napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218714 

LIB314 8-05 6-Q1-K1-E8 

BLASTX 

g2258315 

186 

6.0e-14 

76 
50 

(AF004878) resistance complex protein I2C-1 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218715 

LIB3148-056-Q1-K1-F12 

BLASTX 

g2668505 

173 

2.0e-12 

87 
46 

(U61837) putative cyclin GI interacting protein [Homo 
sapiens] 

218716 

LIB3148-056-Q1-K1-F3 

BLASTN 

g2337888 

42 

2.0e-14 

78 
88 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218717 

LIB3148-056-Q1-K1-F4 

BLASTX 

g480450 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 65 

9.0e-47 

115 

77 

ketol-acid reductoisomerase (EC 1.1.1.8 6) - Arabidopsis 
thaliana >gi_402552_emfo_CAA4 9506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



218718 

LIB3148-056-Q1-K1-F5 

BLASTX 

g3452263 

472 

2.0e-47 

102 
85 

(AF035936) phosphatidylinositol 
thaliana] 



4-kinase; PI4K [Arabidopsis 



218719 

LIB3148-056-Q1-K1-F7 

BLASTX 

g2352492 

372 

1.0e-35 

136 
52 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 


218720 


Seq. ID 


LIB3148-05 6-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2317762 


BLAST score 


218 


E value 


1.0e-17 


Match length 


46 


% identity 


83 


NCBI Description 


(AF013804) Wilm f s tumor supressor 


Seq. No. 


218721 


Seq. ID 


LIB314 8-056-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2944446 


BLAST score 


332 


E value 


4.0e-31 


Match length 


72 


% identity 


83 


NCBI Description 


(AF050756) cysteine endopeptidase 




communis] 


Seq. No. 


218722 


Seq. ID 


LIB3148-056-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


218 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-18 

41 

98 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 
218723 

LIB3148-056-Q1-K1-G8 

BLASTX 

g4567282 

443 

4.0e-44 

131 

69 

(AC006841) putative DNAJ protein [Arabidopsis thaliana] 



218724 

LIB3148-056-Q1-K1-H11 

BLASTX 

g4580575 

284 

2.0e-35 

123 
65 

(AF082176) auxin response 



factor 9 [Arabidopsis thaliana] 



218725 

LIB3148-056-Q1-K1-H7 

BLASTX 

gl710530 

250 

1.0e-35 

111 
65 

60S RIBOSOMAL PROTEIN L27A >gi_21297 19jpir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218726 

LIB3148-056-Q1-K1-H8 

BLASTN 

g4098126 

176 

2.0e-94 

250 
100 

Gossypium hirsutum sucrose synthase mRNA, partial cds 
218727 

LIB3148-057-Q1-K1-B1 

BLASTX 

g3522933 

535 

7.0e-55 

128 
74 

(AC004411) putative anion exchange protein 3 [Arabidopsis 



30736 



II 



thaliana] 



Seq. No. 


218728 


Seq. ID 


LIB3148-057-O1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2558943 


BLAST score 


118 


E value 


3.0e-60 


Match length 


118 


% identity 


100 


NCBI Description 


Gossypium hirsutum histone 3 mRNA, complete 


Seq. No. 


218729 


Seq. ID 


LIB3148-057-Q1-K1-B6 






NCBI GI 


g2244956 


BLAST score 


347 


E value 


9.0e-33 


Match length 


129 


% identity 


57 


NCBI Description 


(Z97340) strong similarity to pectinesterase 




thaliana] 


Seq. No. 


218730 


Seq. ID 


LIB314 8-057-O1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


145 


E value 


4.0e-09 


Match length 


60 


% identity 


50 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis thaliana] 


Seq. No. 


218731 


Seq. ID 


LIB314 8-057-Q1-K1-B9 


Mf^t h od 


BLASTN 


NCBI GI 


g2245073 


BLAST score 


33 


E ■ value 


5.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA 




fragment No 


Seq. No. 


218732 






Method 


BLASTX 


NCBI GI 


gl076609 


BLAST score 


179 


E value 


3.0e-13 


Match length 


53 


% identity 


62 


NCBI Description 


NTL1 protein - curled-leaved tobacco 


Seq. No. 


218733 


Seq. ID 


LIB3148-057-Q1-K1-C8 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417154 
512 

4.0e-52 
125 
82 

HEAT SHOCK PROTEIN 
protein 82 - rice 
>gi_20256_emb_CAA77978_ (Z11920 
(HSP82) [Oryza sativa] 



82 >gi_100685_pir S25541 heat shock 

strain Taichung Native One) 

heat shock protein 82 



218734 

LIB3148-057-Q1-K1-C9 

BLASTX 

g3150415 

379 

2.0e-36 

82 
32 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218735 

LIB3148-057-Q1-K1-D1 

BLASTX 

g2760839 

165 

2.0e-ll 

68 

43 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
218736 

LIB3148-057-Q1-K1-D10 

BLASTX 

g4262149 

329 

9.0e-31 

87 

64 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



218737 

LIB3148-057-Q1-K1-D11 

BLASTX 

g3688123 

363 

1.0e-34 
87 
77 

(AJ006293) 
ma jus] 



granule-bound starch synthase [Antirrhinum 



218738 

LIB3148-057-Q1-K1-D12 
BLASTX 
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NCBI GI g4406775 

BLAST score 240 

E value 3.0e-20 

Match length 116 

% identity 45 ... 
NCBI Description (AC006836) unknown protein [Arabidopsis thaliana] 

Seq. No. 218739 

Seq. ID LIB3148-057-Q1-K1-D2 

Method BLAST N 

NCBI GI gl70455 

BLAST score 4 4 

E value 2.0e-15 

Match length 80 

% identity 8 9 

NCBI Description Tomato heat shock cognate protein 80 gene, 3 end 

Seq. No. 218740 

Seq. ID LIB3148-057-Q1-K1-D3 

Method BLASTX 

NCBI GI gl843527 

BLAST score 528 

E value 4.0e-54 

Match length 112 

% identity 52 

NCBI Description (U73747) annexin [Gossypium hirsutum] 



218741 

LIB3148-057-Q1-K1-D4 
BLASTX 
g3915866 
276 

1.0e-24 

81 
65 

GLUTAMINYL-TRNA SYNTHETASE (GLUT AMI NE--TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X917 87) tRNA-glutamine 
synthetase [Lupinus luteus] 

Seq. No. 218742 

Seq. ID LIB3148-057-Q1-K1-D9 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 9.0e-ll 

Match length 48 

% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 218743 

Seq. ID LIB3148-057-Q1-K1-E12 

Method BLASTX 

NCBI GI g3879111 

BLAST score 172 

E value 3.0e-12 

Match length 96 

% identity 16 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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NCBI Description (Z81577) predicted using Genefinder; Similarity to Human 
tricarboxylate transport protein (SW:P53007); cDNA EST 
ykl97fl.5 comes from this gene; cDNA EST yk313e6.3 comes 
from this gene; cDNA EST yk313e6.5 comes from this gene [C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218744 

LIB3148-057-Q1-K1-E2 

BLASTX 

g2129767 

400 

2.0e-43 

132 
65 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

218745 

LIB3148-057-Q1-K1-E6 

BLASTX 

gl346432 

454 

2.0e-45 

134 

62 

LEGUMAIN PRECURSOR , (AS PARAGINYL ENDOPEPTIDASE) 

>gi_1076483_pir JX0344 legumain (EC 3.4.22.34) precursor - 

jack bean >gi_4 99294_dbjJBAA065 96_ (D31787) asparaginyl 
endopeptidase (Legumain) [Canavalia ensiformis] 

218746 

LIB314 8-057-Q1-K1-F10 

BLASTX 

g2832625 

208 

9.0e-17 

63 
60 

(AL021711) putative protein [Arabidopsis thaliana] 
218747 

LIB3148-057-Q1-K1-F11 

BLASTX 

g2500380 

521 

3.0e-53 

95 
100 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4 923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



218748 

LIB314 8-057-Q1-K1-F12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g462195 
441 

7.0e-44 

93 

92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218749 

LIB3148-057-Q1-K1-F3 

BLAST N 

g2924257 

44 

2.0e-15 

85 
44 

Tobacco chloroplast genome DNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218750 

LIB3148-057-Q1-K1-F4 

BLASTX 

g2760326 

166 

1.0e-ll 

95 
40 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
218751 

LIB3148-057-Q1-K1-F5 

BLASTX 

g3202024 

391 

4.0e-38 

80 
90 

(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218752 

LIB314 8-057-Q1-K1-F6 

BLASTX 

g3126969 

190 

2.0e-14 

95 
47 

(AF061808) chalcone isomerase [Elaeagnus umbellata] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



218753 

LIB3148-057-Q1-K1-F7 

BLASTX 

gl34025 

438 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-43 

93 

90 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir_ 
ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA77378_ (Z00044) ribosomal protein 



R3NT8 



S8 



[Nicotiana tabacum] >gi_225232_prf_1211235BP ribosomal 





protein S8 [Nicotiana 


tabacum] 


Seq. No. 


218754 




Seq. ID 


LIB3148-057-Q1-K1-F8 




Method 


BLASTX 




NCBI GI 


g2244832 




BLAST score 


141 




E value 


1.0e-08 




Match length 


54 




t5 lusnLity 


57 




NCBI Description 


(Z97337) hypothetical 


protein 


Seq. No. 


218755 




Seq. ID 


LIB3148-057-Q1-K1-G12 




Method 


BLASTX 




NCBI GI 


g4206122 




BLAST score 


233 




E value 


2.0e-19 




Match length 


65 




% identity 


72 




NCBI Description 


(AF097667) protein phosphatase 




crystallinum] 




Seq. No. 


218756 




Seq. ID 


LIB3148-057-Q1-K1-G3 





Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3805845 

551 

1.0e-56 

138 
74 

(AL031986) putative protein [Arabidopsis thaliana] 
218757 

LIB3148-057-Q1-K1-G6 

BLASTX 

g2340166 

286 

1.0e-25 

82 
61 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi_2459949 (AF008125) multidrug 
resistance-associated protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218758 

LIB314 8-057-Q1-K1-G7 

BLASTX 

g3478700 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



263 

6.0e-23 
61 

85 

(AF034387) 



AFT protein [Arabidopsis thaliana] 



218759 

LIB3148-057-Q1-K1-G8 

BLASTX 

g2894593 

152 

6.0e-10 

37 

76 

(AL021889) hypothetical protein [Arabidopsis thaliana] 
218760 

LIB3148-057-Q1-K1-H10 

BLASTX 

g294845 

289 

5.0e-26 

119 

52 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218761 

LIB3148-057-Q1-K1-H12 

BLASTX 

g4539452 

420 

2.0e-41 

111 
42 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

218762 

LIB3148-057-Q1-K1-H6 

BLASTX 

g404688 

158 

1.0e-10 

104 

39 

(L19074) cytochrome P450 [Catharanthus roseus] 
218763 

LIB3148-057-Q1-K1-H7 

BLASTX 

g4138592 

294 

1.0e-26 

80 
61 

(AJ005840) thioredoxin M [Triticum aestivum] 



30743 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218764 

LIB3148-058-Q1-K1-A10 

BLASTX 

g2760830 

463 

2.0e-46 

99 

81 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 


218765 


Seq. ID 


LIB3148-058 


Method 


BLASTX 


NCBI GI 


g3341697 


BLAST score 


238 


E value 


5.0e-20 


Match length 


73 


% identity 


62 


NCBI Description 


(AC003672) 


Seq. No. 


218766 


Seq. ID 


LIB3148-058 


Method 


BLASTX 


NCBI GI 


g3643610 


BLAST score 


139 


E value 


5.0e-09 


Match length 


32 


% identity 


78 


NCBI Description 


(AC005395) 



putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218767 

LIB3148-058-Q1-K1-B10 

BLASTX 

g4049401 

205 

4.0e-16 

60 
63 

(AJ131580) 
thaliana] 



glutathione transferase AtGST 10 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218768 

LIB3148-058-Q1-K1-B4 

BLASTX 

g2564237 

163 

9.0e-12 

42 
67 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



218769 

LIB3148- 

BLASTX 



058-Q1-K1-B5 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g585165 
458 

5.0e-46 

96 

90 

GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985jpir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 

>gi_4 7134 5_emb_CAA5 2442_ (X74421) glucose- 6-phosphate 

1-dehydrogenase [Solanum tuberosum] 



Seq. No. 


218770 


Seq. ID 


LIB3148-058-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g!737492 


BLAST score 


333 


E value 


4 . Oe-31 


Match length 


131 


% identity 


58 


NCBI Description 


(U81318) poly (A) -binding protein [ 


Seq. No. 


218771 


Seq. ID 


LIB3148-058-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


230 


E value 


4.0e-19 


Match length 


65 


% identity 


80 


NCBI Description 


HEAT SHOCK PROTEIN 81-3 (HSP81-3) 




(S77849) heat-shock Protein=HSP81- 




thaliana=thale-cress, Peptide, 699 




thaliana] 


Seq. No. 


218772 


Seq. ID 


LIB3148-058-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


509 


E value 


8.0e-52 


Match length 


131 



>gi_999396_bbs_163637 
3 [Arabidopsis 
aa] [Arabidopsis 



% identity 

NCBI Description 



39 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218773 

LIB314 8-058-Q1-K1-C8 

BLASTX 

g3860274 

271 

6.0e-24 

126 

44 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi__4314397__gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 
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Seq. No. 


218774 


Seq. ID 


LIB3148-058-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4455300 


bLAb i score 


17/1 


E value 


1.0e-12 


Match length 


63 


% identity 


54 


NCBI Description 


(AL035528) putative pectate lyase All (fragment) 




[Arabidopsis thaliana] 


Seq. No. 


218775 


Seq. ID 


LIB3148-058-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4 no jo ± 


BLAST score 


146 


E value 


2.0e-09 


Match length 


77 


% identity 


40 


NCBI Description 


(AC005967) putative limonene cyclase [Arabidopsis thaliana 


Seq. No. 


218776 


Seq. ID 


LIB3148-058-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl00525 


BLAST score 


560 


E value 


o n ^ co 

o . ue-oo 


Match length 


117 


% identity 


23 


NCBI Description 


ubiquitin precursor UbB2 - common sunflower (fragment) 




>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 




[Helianthus annuus] 


Seq. No. 


218777 


Seq. ID 


LIB3148-058-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3450842 


BLAST score 




E value 


4.0e-16 


Match length 


117 


% identity 


39 


NCBI Description 


(AF080436) mitogen activated protein kinase kinase [Oryza 




sativa] 


Seq. No. 


218778 


Seq. ID 


LIB3148-058-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3298548 


BLAST score 


c r a 


E value 


2.0e-58 


Match length 


122 


% identity 


87 


NCBI Description 


(AC004 681) putative spliceosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


218779 


Seq. ID 


LIB3148-058-Q1-K1-E1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3914002 

332 

3.0e-31 

101 
66 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 
(AF0338 62) Lon protease [Arabidopsis 



PRECURSOR >gi_2 935279 
thaliana] 



Seq. No. 


218780 


Seq. ID 


LIB3148-058-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


631 


E value 


4.0e-66 


Match length 


1 OQ 


% identity 


98 


NCBI Description 


heat shock protein 7 0 - rice (fragment) 




>gi 763160_emb_CAA47948_ (X67711) heat shock prote 




[Oryza sativa] 


Seq. No. 


218781 


Seq. ID 


LIB3148-058-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


304 


E value 


y . ue-zo 


Match length 


100 


% identity 


58 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


218782 


Seq. ID 


LIB314 8-058-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2674203 


BLAST score 


383 


E value 


5.0e-37 


Match length 


133 


% identity 


64 


NCBI Description 


(AF036328) CLP protease regulatory subunit CLPX 




[Arabidopsis thaliana] 


Seq. No. 


218783 


Seq. ID 


LIB3148-058-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl41435 


BLAST score 


189 


E value 


3.0e-14 


Match length 


101 


% identity 


38 



NCBI Description DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_983 60_pir E37854 

folate biosynthesis protein 1 (sul 3 T region) - Bacillus 
subtilis >gi_143411 (M34053) ORF1 [Bacillus subtilis] 
>gi_4 674 67_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2632345_emb_CAB11854_ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218784 

LIB3148-058-Q1-K1-F10 

BLASTX 

gl20669 

502 

6.0e-51 

101 
93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566__emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



218785 

LIB3148-058-Q1-K1-F11 

BLASTX 

g3377795 

197 

3.0e-15 

104 

42 

(AF075597) contains similarity to pectinesterases 
[Arabidopsis thaliana] 

218786 

LIB3148-058-Q1-K1-F5 

BLASTX 

gl02290 

167 

1.0e-ll 

32 
100 

histone H4.2 - slime mold (Physarum polycephalum) 
>giJL183935_emb_CAA33239_ (X15141) histone H42 [Physarum 
polycephalum] 

218787 

LIB314 8-058 -Q1-K1-F9 

BLASTX 

gll84774 

352 

1.0e-33 

71 
93 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

218788 

LIB3148-058-Q1-K1-G10 

BLASTX 

g2668505 

175 

1.0e-12 

87 
46 

(U61837) putative cyclin GI interacting protein [Homo 



30748 



sapiens] 



Seq. No. 


218789 


beq. 1JJ 


t Tn*3 1 a p — n ^Q— m — 1 —Pi 1 
JjIJd J 14 o — Ujo yl rS.1 ul 1 


Method 


BLASTX 


NCBI GI 


g3152605 


BLAST score 


422 


E value 


1.0e-41 


Match length 


93 


% identity 


84 


NCBI Description 


(AC004482) hypothetical 


Seq. No. 


218790 


Seq. ID 


LIB3148-058-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g J yz4 bi 5 


BLAST score 


312 


E value 


1.0e-28 


Match length 


128 


% identity 


48 


NCBI Description 


(AF0694 42) hypothetical 




>gi_42 63512_gb__AAD15338 




[Arabidopsis thaliana] 


Seq. No. 


218791 


Seq. ID 


LIB3148-058-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2894611 


BLAST score 


186 


E value 


7.0e-14 


Match length 


108 


% identity 


45 



NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218792 

LIB314 8-058-Q1-K1-G5 

BLASTX 

g4204804 

448 

1.0e-44 

123 
67 

(U52520) cyclin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218793 

LIB3148-058-Q1-K1-H10 

BLASTX 

g3024386 

547 

3.0e-56 

139 
73 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi__606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 



218794 



30749 



Seq. ID ■ ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-058-Q1-K1-H12 

BLASTX 

g4538965 

146 

3.0e-09 

50 

54 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
218795 

LIB3148-058-Q1-K1-H6 

BLASTX 

g2244775 

163 

3.0e-ll 

65 
58 

(Z97335) salt-inducible protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

..Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



218796 

LIB3148-059-Q1-K1-A1 

BLASTN 

g3493171 

49 

1.0e-18 

85 

89 

Gossypium hirsutum fiber annexin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218797 

LIB3148-059-Q1-K1-A10 

BLASTX 

g585960 

211 

7.0e-17 

43 

93 

PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 
>gi_433665_emb_CAA81412_ (Z26753) Sec61 beta-subunit 
homolog [Arabidopsis thaliana] 

218798 

LIB3148-059-Q1-K1-A2 

BLASTX 

g2129649 

239 

3.0e-20 

60 
83 

myb-related protein 5 - Arabidopsis thaliana >gi_1218000 
(U26935) myb-related protein AtmybS [Arabidopsis thaliana] 

>gi_1587244_prf 2206352A AtmybS gene [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 



218799 

LIB3148-059-Q1-K1-A6 



30750 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl362150 

189 

2.0e-14 

38 
97 

hypothetical protein (clone AFN3) 
>gi_726478 (U20000) putative 0RF1 



- wild oat (fragment) 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218800 

LIB3148-059-Q1-K1-A9 

BLASTX 

g586339 

365 

6.0e-35 

114 

57 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_62 67 94jpir S46098 

probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 


218801 


Seq. ID 


LIB314 8-05 9-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl620986 


BLAST score 


179 


E value 


4.0e-13 


Match length 


40 


% identity 


90 


NCBI Description 


(Y08858) 40S ribosomal protein S17 [Nicotiana 




plumbagini folia ] 


Seq. No. 


218802 


Seq. ID 


LIB314 8-059-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4490297 


BLAST score 


431 


E value 


1.0e-42 


Match length 


127 


% identity 


68 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


218803 


Seq. ID 


LIB3148-059-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3901014 


BLAST score 


234 


E value 


1.0e-19 


Match length 


55 


% identity 


76 


NCBI Description 


(AJ130886) metallothionein-like protein class II [Fagus 




sylvatica] 


Seq. No. 


218804 


Seq. ID 


LIB314 8-05 9-Q1-K1-C10 


Method 


BLASTX 



30751 



II 





gzz oiu 3U 


BLAST score 


313 


E value 


7.0e-29 


Match length 


122 


% identity 


51 


NCBI Description 


(AC002333) hypothetical protein 


Seq. No. 


218805 


Seq. ID 


LIB3148-059-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4545262 


nijAbi score 


1 (TO 

Loo 


E value 


3.0e-ll 


Match length 


43 


% identity 


67 


NCBI Description 


(AF118230) metallothionein-like 




hirsutum] 


Seq. No. 


218806 


Seq. ID 


LIB3148-059-Q1-K1-C3 


Method 


BLASTX 






BLAST score 


169 


E value 


4.0e-12 


Match length 


35 


% identity 


83 


NCBI Description 


(AC005896) putative white prote 


Seq. No. 


218807 


Seq. ID 


LIB3148-059-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl439631 


BLAST score 


4 u y 


E value 


4.0e-40 


Match length 


121 


% identity 


66 - 


NCBI Description 


(U64598) similar to helicases o 




Does not contain the bromodomai 


Seq. No. 


218808 


Seq. ID 


LIB3148-059-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


636 


E value 


1.0e-66 


Match length 


126 


% identity 


95 


NCBI Description 


INITIATION FACTOR 5A-3 (EIF-5A) 



[Gossypium 



[Caenorhabditis elegans] 



(EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218809 

LIB314 8-05 9-Q1-K1-D11 

BLASTX 

g228404 

518 

7.0e-53 



30752 



Match length 

% identity 

NCBI Description 



114 
82 

alpha amylase 



[Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218810 

LIB3148-059-Q1-K1-D12 

BLASTX 

g294062 

152 

6.0e-10 

109 
34 

(L06469) major latex protein [Papaver somnif erum] 



Seq. No. 


218811 


Seq. ID 


LIB3148-059-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


223 


E value 


2.0e-18 


Match length 


43 


% identity 


88 


NCBI Description 


(AC004401) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218812 


Seq. ID 


LIB3148-059-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2961353 


BLAST score 


506 


E value 


2.0e-51 


Match length 


131 


% identity 


71 


NCBI Description 


(AL022140) pectate lyase like protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218813 

LIB3148-059-Q1-K1-D7 

BLASTX 

gl711507 

211 

7.0e-17 

108 
45 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 (U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218814 

LIB3148-059-Q1-K1-E11 

BLASTX 

g4512125 

273 

3.0e-24 

51 
100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. T KCbutterf ly 1 ] 



30753 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218815 

LIB3148-059-Q1-K1-F10 

BLASTX 

g3023858 

567 

1.0e-58 

131 
36 

GUANINE NUCLEOT IDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 (U44850) G protein beta subunit 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218816 

LIB3148-059-Q1-K1-F2 

BLASTN 

g2688829 

43 

5.0e-15 

75 
89 

Prunus armeniaca putative sugar transporter mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218817 

LIB3148-059-Q1-K1-F3 

BLASTX 

gl730635 

150 

1.0e-09 

71 
44 

HYPOTHETICAL 40.7 KD PROTEIN IN PIK1-POL2 INTERGENIC REGION 

>gi_2132777_pir S60917 probable membrane protein YNL264c - 

yeast (Saccharomyces cerevisiae) >gi_104 5245_emb_CAA63233_ 

(X92494) ORF N0815 [Saccharomyces cerevisiae] 
>gi_1302321_enib_CAA96171_ (Z71540) ORF YNL264c 

[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218818 

LIB3148-059-Q1-K1-F4 

BLASTX 

g2244734 

665 

4.0e-70 

130 
99 

(D88414) actin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218819 

LIB3148-059-Q1-K1-F5 

BLASTX 

g2293288 

150 

1.0e-09 

126 
32 



30754 



NCBI Description (AF008220) YtcB [Bacillus subtilis] 

>gi_2635571_emb_CAB15065_ (Z99119) similar to NDP-sugar 
epimerase [Bacillus subtilis] 



Seq. No. 


218820 


Seq. ID 


LIB3148-059-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


526 


E value 


8.0e-54 


Match length 


130 


% identity 


75 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


218821 


Seq. ID 


LIB3148-059-Q1-K1-G3 


Method 


DT 7\ OTV 


NCBI GI 


gll73187 


BLAST score 


478 


E value 


4.0e-48 


Match length 


96 


% identity 


98 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 




ribosomal protein S23.e, cytosolic (clone RJ3) - garden 




strawberry >gi_643074 (U19940) putative 40S ribosomal 




protein sl2 [Fragaria x ananassa] 


Seq. No. 


218822 


Seq. ID 


LIB3148-059-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


gl67366 


BLAST score 


247 


E value 


1.0e-136 


Match length 


351 


% identity 


94 


NCBI Description 


Gossypium hirsutum peroxidase mRNA, complete cds 


Seq. No. 


218823 


Seq. ID 


LIB3148-059-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


519 


E value 


5.0e-53 


Match length 


109 


% identity 


92 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


218824 


Seq. ID 


LIB3148-059-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3367593 


BLAST score 


399 


E value 


6.0e-39 


Match length 


128 


% identity 


53 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 




>gi_3805841_emb_CAA214 61__ (AL031986) putative protein 




30755 



[Arabidopsis thaliana] 

Seq. No. 218825 

Seq. ID LIB3148-059-Q1-K1-H5 

Method BLASTX 

NCBI GI g485512 

BLAST score 331 

E value 6.0e-31 

Match length 99 

% identity 64 

NCBI Description salt-associated protein csaA - sweet orange 

Seq. No. 218826 

Seq. ID LIB3148-059-Q1-K1-H8 

Method BLASTN 

NCBI GI g3821780 

BLAST score 33 

E value 6.0e-09 

Match length 4 8 

% identity 51 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 218827 

Seq. ID LIB3149-001-P1-K1-A1 

-Method BLASTX 

NCBI GI gl350930 

BLAST score 575 

E value 2.0e-59 

Match length 116 

% identity 97 

NCBI Description 4 OS RIBOSOMAL PROTEIN S13 

Seq. No. 218828 

Seq. ID LIB3149-001-P1-K1-A11 

Method BLASTX 

NCBI GI g3738092 

BLAST score 4 92 

E value 1.0e-49 

Match length 113 

% identity 85 

NCBI Description (AC005617) similar to glyoxysomal malate dehydrogenase 

[Arabidopsis thaliana] 

218829 

LIB314 9-001-P1-K1-A2 
BLASTX 
gll72556 
300 

3.0e-27 
68 
8 2 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729_pir S46925 porin II, ^36K - potato 

>gi 1076681jpir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30756 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218830 

LIB314 9-001-P1-K1-A4 

BLASTX 

g3377509 

617 

2.0e-64 

140 

87 

(AF056027) auxin transport protein REH1 [Oryza sativa] 
218831 

LIB314 9-001-P1-K1-B1 

BLASTX 

g3335378 

352 

2.0e-33 

86 
73 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218832 

LIB314 9-001-P1-K1-B3 

BLASTX 

g3128192 

312 

1.0e-28 

67 

79 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
218833 

LIB314 9-001-P1-K1-B4 

BLASTX 

gll70936 

145 

2.0e-09 

24 
100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_1084406_pir S46538 methionine adenosyltransferase 

2.5.1.6) - tomato >gi_429104_emb_CAA808 65__ (Z24741) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218834 

LIB314 9-001-P1-K1-B5 

BLASTX 

g2511691 

256 

1.0e-31 

106 

70 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 



30757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218835 

LIB314 9-001-P1-K1-B6 

BLASTX 

g3033375 

272 

5.0e-24 

118 

47 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218836 

LIB314 9-001-P1-K1-B9 

BLASTX 

g3850108 

296 

9.0e-27 

143 
44 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 

218837 

LIB314 9-001-P1-K1-C1 

BLASTX 

gl33940 

345 

2.0e-32 

89 
76 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA405 92_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

218838 

LIB3149-001-P1-K1-C10 

BLASTN 

g3868723 

35 

3.0e-10 

75 

87 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

218839 

LIB314 9-001-P1-K1-C4 

BLASTX 

g2827550 

233 

2.0e-19 

140 

28 

(AL021635) leucine rich repeat receptor kinase-like protein 
[Arabidopsis thaliana] 



30758 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218840 

LIB3149-001-P1-K1-C5 

BLASTX 

g3880606 

145 

4.0e-09 

32 
91 

(Z82081) similar to Core histones H2A, 
[Caenorhabditis elegans] 



H2B, H3 and H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218841 

LIB314 9-001-P1-K1-C9 

BLASTN 

g3868723 

35 

4.0e-10 

75 

87 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 


218842 




Seq. ID 


LIB3149-001-P1 


-Kl-Dl 


Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


123 




E value 


1.0e-08 




Match length 


91 




% identity 


47 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN S19 


Seq. No. 


218843 




Seq. ID 


LIB3149-001-P1 


-K1-D10 


Method 


BLASTX 




NCBI GI 


g2088652 




BLAST score 


540 




E value 


2.0e-55 




Match length 


152 




% identity 


70 




NCBI Description 


(AF002109) 26S 


proteasome 



[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218844 

LIB314 9-001-P1-K1-D4 

BLASTX 

g2511594 

454 

2.0e-45 

110 

79 

(Y136&4) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 



30759 



[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218845 

LIB3149-001-P1-K1- 

BLASTX 

g3881724 

254 

7.0e-22 

82 
56 

(Z69385) 
S55137) ; 
yk290e3.5 



D5 



Similarity to Yeast JTA107 protein (PIR Acc. No. 
cDNA EST yk290e3.3 comes from this gene; cDNA EST 
comes from this gene [Caenorhabditis elegans] 



218846 

LIB314 9-001-P1-K1-D6 

BLASTX 

g586004 

557 

2.0e-57 

113 

89 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_4 21 962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

218847 

LIB314 9-001-P1-K1-D7 

BLASTX 

gl709761 

626 

2.0e-65 

126 

97 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 27 KD SUBUNIT) >gi_12 62 14 6__emb_CAA65 660_ (X96974) 
proteasome subunit [Spinacia oleracea] 

218848 

LIB314 9-001-P1-K1-E1 

BLASTX 

g2244792 

245 

8.0e-21 

64 
75 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
218849 

LIB314 9-001-P1-K1-E10 

BLASTX 

gl730171 

656 

6.0e-69 



30760 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



148 
84 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_1370066_emb_CAA61574_ (X89394) 
glucose-6-phosphate isomerase [Clarkia williamsonii] 

218850 

LIB314 9-001-P1-K1-E11 

BLASTX 

g2588816 

209 

5.0e-17 

83 
52 

(D88926) cytosolic phosphoglucose isomerase [Dioscorea 
tokoro] >gi_2588820_dbj_BAA23183_ (D88928) cytosolic 
phosphoglucose isomerase [Dioscorea tokoro] 

218851 

LIB314 9-001-P1-K1-E12 

BLASTX 

g2651307 

631 

5.0e-66 

144 

86 

(AC002336) putative uroporphyinogen decarboxylase 
[Arabidopsis thaliana] 

218852 

LIB314 9-001-P1-K1-E2 

BLASTX 

g4139493 

300 

7.0e-28 

60 
97 



NCBI Description Rubl 



218853 

LIB3149-001-P1-K1-E4 

BLASTX 

gl703380 

280 

6.0e-25 

65 
86 

ADP-RIBOSYLATION FACTOR >gi_1132483__dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

218854 

LIB314 9-001-P1-K1-E7 

BLASTX 

gl729980 

586 

8.0e-61 



30761 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
84 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 
(L34 693) thaumatin-like protein [Arabidopsis thaliana] 
>gi 1094863 prf 2106421A thaumatin-like protein 
[Arabidopsis thaliana] 

218855 

LIB314 9-001-P1-K1-F10 

BLASTX 

g2511598 

164 

2.0e-ll 

42 
71 

(Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

218856 

LIB314 9-001-P1-K1-F11 

BLASTX 

gl843527 

762 

2.0e-81 

153 

43 

(U73747) annexin [Gossypium hirsutum] 
218857 

LIB314 9-001-P1-K1-F3 

BLASTX 

g499693 

357 

6.0e-34 

83 

80 

(L32095) cyclophilin [Vicia faba] 
218858 

LIB314 9-001-P1-K1-F4 

BLASTX 

g2982299 

200 

1.0e-15 

76 
57 

(AF051234) transcription factor BTF3 homolog [Picea 
mariana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



218859 

LIB314 9-001-P1-K1-F5 

BLASTX 

gll73234 

352 

2.0e-33 

77 



30762 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

40S RIBOSOMAL PROTEIN S25 >gi__481909_pir S40089 ribosomal 

protein S25 - tomato >gi_J3567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 
>gi 1584836 prf 2123431A ribosomal protein S25 
[Lycopersicon esculentum] 

218860 

LIB3149-001-P1-K1-F9 

BLASTX 

g2511598 

217 

9.0e-18 

47 

83 

(Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

218861 

LIB314 9-001-P1-K1-G1 

BLASTN 

g2687434 

304 

1.0e-170 

360 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

218862 

LIB314 9-001-P1-K1-G11 

BLASTX 

g3024126 

424 

9.0e-42 

99 

85 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYL TRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

218863 

LIB314 9-001-P1-K1-G12 

BLASTX 

g2511594 

527 

7.0e-54 

124 

81 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 

[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



30763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218864 

LIB3149-001-P1-K1-G2 

BLASTX 

g3717946 

186 

7.0e-14 

53 
72 

(AJ005901) vagi [Arabidopsis thaliana] 
218865 

LIB314 9-001-P1-K1-G6 

BLASTX 

gl23684 

539 

3.0e-55 

139 
74 

HEAT SHOCK FACTOR PROTEIN HSF24 (HEAT SHOCK TRANSCRIPTION 
FACTOR 24) (HSTF 24) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_JL00267_pir S12361 heat shock transcription factor 

HSF24 - Peruvian tomato >giJL9488_emb_CAA39034_ (X55347) 
heat stress transcription factor [Lycopersicon peruvianum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



218866 

LIB314 9-001-P1-K1-G7 

BLASTX 

gl222552 

341 

1.0e-32 

79 
78 

(U4 9330) pectin methylesterase [Lycopersicon esculentum] 
218867 

LIB314 9-001-P1-K1-H10 

BLASTX 

g2911071 ' 

246 

7.0e-21 

79 

59 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
218868 

LIB314 9-001-P1-K1-H12 

BLASTX 

g2253442 

178 

3.0e-13 

60 
53 

(AF007784) LTCOR11 [Lavatera thuringiaca] 
218869 

LIB314 9-001-P1-K1-H5 
BLASTX 



30764 



NCBI GI 


gl709651 


BLAST score 


307 


E value 


3.0e-28 


Match lencrth 


114 


% identity 


60 


NCBI Description 


PLASTOCYANIN A PRECURSOR 




plastocyanin a precursor 




> g i_ 9 2 9 8 1 3 __emb_C AA 9 0 5 6 4 _ 




nigra] 


Seq. No. 


218870 


Seq. ID 


LIB3149-001-P1-K1-H7 


Method 


BLASTX 


LN \s i-> -L vJX 


a2982289 


BLAST score 


402 


E value 


3.0e-39 


Match length 


82 


% identity 


94 


NCBI Description 


(AF051229) 60S ribosomal 


Seq. No. 


218871 


Seq. ID 


LIB3149-001-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g730557 


BLAST score 


267 


£j V O. -J- LLC 


7 . Oe-24 


Match length 


53 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 




-protein L34 - garden pea 




protein L34 homolog [Pis 


Seq. No. 


218872 


Seq. ID 


LIB314 9-002-P1-K1-A10 


Method 


BLASTX 




a2982303 


BLAST score 


175 


E value 


7V0e-13 , 


Match length 


44 


% identity 


77 


NCBI Description 


(AF051236) hypothetical 


Seq. No. 


218873 


Seq. ID 


LIB314 9-002-P1-K1-B12 


Method 


BLASTX 






BLAST score 


364 


E value 


9.0e-35 


Match length 


127 


% identity 


61 


NCBI Description 


(X85206) hybrid proline- 


Seq. No. 


218874 


Seq. ID 


LIB314 9-002-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g4406805 


BLAST score 


50 



>gi_2117431_pir S58209 

- black poplar 

(Z50185) plastocyanin a [Populus 



ribosomal protein L17 [Picea mariana] 



>gi_2119150__pir S60476 ribosomal 

>gi 498908 (U10047) ribosomal 



30765 



E value 
Match length 
% identity 
NCBI Description 



3.0e-19 

85 
72 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


218875 


Seq. ID 


LIB314 9-Q02-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


481 


E value 


1.0e-48 


Match length 


115 


% identity 


83 


inuox uescnpLioii 


DUO I\i DUO winL C l\\J .L Hi J. IN Xj jC Jii J. Z.ulli.Ul ^ r\£ U J1J4^. 




protein L23a [Fritillaria agrestis] 


Seq. No. 


218876 


Seq. ID 


LIB314 9-002-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


373 


E value 


8.0e-36 


Match length 


108 


% identity 


68 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis 


Seq. No. 


218877 


Seq. ID 


LIB3149-002-P1-K2-A3 


Method 


BLASTX 


NCBI GI 


g481236 


BLAST score 


187 


E value 


6.0e-14 


Match length 


63 


% identity 


63 


NCBI Description 


hypothetical protein - Madagascar periwinkle 




>gi eiuD LAiioiozo tzizooou; 14 Kua poiypep 




[Catharanthus roseus] 


Seq. No. 


218878 


Seq. ID 


LIB314 9-002-P1-K2-A5 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


278 


E value 


1.0e-24 


Match length 


63 


% identity 


81 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


218879 


Seq. ID 


LIB314 9-002-P1-K2-B11 


Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 


226 


E value 


1.0e-18 


Match length 


118 


% identity 


37 



ribosomal 



30766 




NCBI Description 


ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 


>gi 82092 pir S04765 LAT52 protein precursor - tomato 




>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 




esculent urn ] 


Seq. No. 


218880 


Seq. ID 


LIB3149-002-P1-K2-B6 


Method 


BLASTX 


\TPDT CT 


rrA 097 ft Q R 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


43 


% identity 


74 


NCBI Description 


(AF04 9352) alpha-expansin precursor [Nicotiana tabacum] 


Seq. No. 


218881 


Seq. ID 


LIB314 9-002-P1-K2-C10 


Method 


BLASTX 




nO A R QA 9 Q 


BLAST score 


471 


E value 


2.0e-47 


Match length 


124 


% identity 


70 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218882 


Seq. ID 


LIB314 9-002-P1-K2-C3 


Method 


BLASTX 


NCBI GI 


g4126473 


BLAST score 


430 


E value 


2.0e-42 


Match length 


86 


% identity 


94 


NCBI Description 


(AB014884) adenylyl cyclase associated protein [Gossypium 



hirsutum] 



Seq. No. 


218883 




Seq. ID 


LIB3149-002-P1 


-K2-C4 


Method 


BLASTX 




NCBI GI 


gl084461 




BLAST score 


363 




E value 


1.0e-34 




Match length 


89 




% identity 


73 




NCBI Description 


RCc3 protein - 


rice >giJ786132 (L27208) RCc3 [Oryza sativa] 


Seq. No. 


218884 




Seq. ID 


LIB3149-002-P1 


-K2-C6 


Method 


BLASTX 




NCBI GI 


g4406816 




BLAST score 


189 




E value 


3.0e-14 




Match length 


38 




% identity 


92 




NCBI Description 


(AC006201) 60S 


ribosomal protein L2 [Arabidopsis thaliana] 


Seq. No. 


218885 





30767 



Seq. ID 


LIB314 9-002-P1-K2-D11 


Method 


BLASTX 


NCBI GI 


g4314389 


BLAol SCOTS 


o f y 


E value 


1.0e-36 


Match length 


102 


% identity 


72 


NCBI Description 


(AC006232) putative transcription 




thaliana] 


Seq. No. 


218886 


Seq. ID 


LIB314 9-002-P1-K2-D2 


Method 


BLASTX 






BLAST 'score 


565 


E value 


2.0e-58 


Match length 


128 


% identity 


79 


NCBI Description 


(AF051236) hypothetical protein [P 


Seq. No. 


218887 


Seq. ID 


LIB3149-002-P1-K2-E1 


Method 


BLASTX 




giuo4i4o± 


BLAST score 


190 


E value 


2.0e-14 


Match length 


46 


% identity 


72 


NCBI Description 


RCc3 protein - rice >gi_786132 (L2 


Seq. No. 


218888 


Seq. ID 


LIB314 9-002-P1-K2-E10 


Method 


BLASTX 


MLBi bi 


gzzoo 4 by 


BLAST score 


326 


E value 


1.0e-30 


Match length 


81 


% identity 


75 


NCBI Description 


(AF009179) replication protein Al 


Seq. No. 


218889 


Seq. ID 


LIB314 9-002-P1-K2-E2 


Method 


BLASTX 


NLdI \jL 


gi / jZjoj 


BLAST score 


258 


E value 


3.0e-22 


Match length 


73 


% identity 


67 


NCBI Description 


(U80271) proline rich protein [Mai 


Seq. No. 


218890 


Seq. ID 


LIB314 9-002-P1-K2-E4 


Method 


BLASTX 


NCBI GI 


g2258469 


BLAST score 


535 


E value 


8.0e-55 


Match length 


131 



[Picea mariana] 



30768 



# 



% identity 


74 


NCBI Description 


(AF009179) replication protein Al [Oryza sativa] 


Seq. No. 


218891 


Seq. ID 


LIB314 9-002-P1-K2-E5 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


629 


Hi Vdl Lie 


8 Oe-66 


Match length 


146 


% identity 


79 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 




>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 




precursor [Arabidopsis thaliana] 


Seq. No. 


218892 


Seq. ID 


LIB314 9-002-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g4006818 


OT ACT 1 c nr* 

dLiAo i score 


ZDD 


E value 


2.0e-23 


Match length 


62 


% identity 


84 


NCBI Description 


(AC005970) putative translation initiation factor e 




alpha subunit [Arabidopsis thaliana] 


Seq. No. 


218893 


Seq. ID 


LIB314 9-002-P1-K2-E8 


Method 


BLASTX 






BLAST score 


312 


E value 


1.0e-28 


Match length 


104 


% identity 


63 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


218894 


Seq. ID 


LIB314 9-002-P1-K2-F11 


Method 


BLASTX 


NCBI GI 


gl710587 


dJuad i score 


A £ 
4 0 0 


E value 


3.0e-49 


Match length 


106 


% identity 


93 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1196897 (L46848 




ribosomal protein PO [Glycine max] 


Seq. No. 


218895 


Seq. ID 


LIB314 9-002-P1-K2-F5 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


411 


E value 


2.0e-40 


Match length 


110 


% identity 


73 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 




>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidas 



acidic 



30769 



precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218896 

LIB314 9-002-P1-K2-F6 

BLASTX 

g3122703 

343 

2.0e-32 

110 

65 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218897 

LIB314 9-002-P1-K2-F8 

BLASTX 

g2829896 

208 

1.0e-16 

68 
56 

(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033__18591 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218898 

LIB314 9-002-P1-K2-F9 

BLASTX 

gl730171 

425-. 

5.0e-42 

106 

78 

GLUCOSE- 6- PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_1370066_emb_CAA61574_ (X89394) 
glucose-6-phosphate isomerase [Clarkia williamsonii] 



Seq. No. 


218899 


Seq. ID 


LIB3149-002-P1-K2-G1 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


286 


E value 


1.0e-25 


Match length 


80 


% identity 


71 


NCBI Description 


(AC002387) putative surf 


Seq. No. 


218900 


Seq. ID 


LIB314 9-002-P1-K2-G12 


Method 


BLASTX 


NCBI GI 


g3914722 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


45 


% identity 


67 


NCBI Description 


60S RIBOSOMAL PROTEIN L2 



30770 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218901 

LIB314 9-002-P1-K2-G4 

BLASTX 

g4008159 

448 

1.0e-44 

121 
71 

(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218902 

LIB314 9-002-P1-K2-G8 

BLASTX 

g2224731 

215 

2.0e-17 

86 
53 

(AB004932) Aux22d [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218903 

LIB314 9-0Q2-P1-K2-H10 

BLASTX 

g4337189 

247 

4.0e-21 

69 
71 

(AC006403) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218904 

LIB314 9-002-P1-K2-H11 

BLASTX 

g2454182 

244 

5.0e-21 

50 
92 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218905 

LIB314 9-002-P1-K2-H8 

BLASTX 

g4234768 

207 

1.0e-16 

60 
60 

(AF0694 68) sterol-C5-desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



218906 

LIB314 9-003-P1-K1-A1 

BLASTX 

g2738998 

247 



30771 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-21 

57 
75 

(AF022458) CYP98A2p [Glycine max] 
218907 

LIB3149-003-P1-K1-A10 

BLASTX 

g303750 

442 

4.0e-44 

85 
100 

(D12548) GTP-binding protein [Pisum sativum] 

>gi_738940_prf 2001457H GTP-binding protein [Pisum 

sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218908 

LIB314 9-003-P1-K1-A12 

BLASTX 

gl815759 

148 

9.0e-10 

53 
55 

(U85499) pollen-specific protein [Phalaris coerulescens 
218909 

LIB314 9-003-P1-K1-A5 

BLASTX 

g3600030 

155 

3-0e-10 

134 
34 

(AF080119) contains similarity to ankyrin repeats (Pfam 
ank,hmm, score: 13.93, 14.93 and 27.78) [Arabidopsis 
thaliana] 

218910 

LIB314 9-003-P1-K1-A7 

BLASTX 

g3355468 

283 

1.0e-25 



90 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



218911 

LIB314 9-003-P1-K1-A9 

BLASTX 

g3868758 

342 

2.0e-32 

77 



30772 



% identity 

NCBI Description 



79 

(D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218912 

LIB314 9-003-P1-K1-B7 

BLASTX 

gl23656 

504 

5.0e-51 

137 
80 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK-RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA437 11_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218913 

LIB314 9-003-P1-K1-B9 

BLASTX 

g3080371 

295 

4.0e-27 

79 

66 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218914 

LIB314 9-003-P1-K1-C12 

BLASTX 

g3687243 

245 

8.0e-21 

61 

79 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218915 

LIB314 9-003-P1-K1-C2 

BLASTX 

gl69459 

125 

6.0e-10 

70 
47 

(M18538) pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218916 

LIB314 9-003-P1-K1-C3 

BLASTX 

g3687243 

245 

8.0e-21 

61 
79 



30773 



NCBI Description 



(AC005169) putative ribosomal protein [Arabiciopsis 
thaliana] 



Seq. No. 


218917 


beq. lu 


JU Idj -L f± j? U U -3 r± 1X± K^O 


Method 


BLASTX 


NCBI GI 


gl523800 


BLAST score 


322 


E value 


7.0e-30 


Match length 


79 


% identity 


76 


NCBI Description 


(Y07694) MAP kinase kinase alpha protein kinase 




[Arabidopsis thaliana] 


beq. no. 


Ol QQ1 Q 


Seq. ID 


LIB3149-003-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl70920 


BLAST score 


136 


E value 


1.0e-08 


Match length 


29 


% identity 


79 


NCBI Description 


(M62396) ribosomal protein L41 [Candida maltosa] 


Seq. No. 


218919 


Seq. ID 


TTO'21y1("l Pin*} D1 If 1 Pi 1 

LltSJl 4 y-U Uo-irl - i\l-JJl 


Method 


BLASTN 


NCBI GI 


gll805 


BLAST score 


75 


E value 


6.0e-34 


Match length 


259 


% identity 


85 


NCBI Description 


Intron in tobacco chloroplast gene rpsl6 for ribosomal 




protein S16 


Seq. No. 


o i noon 

218920 


Seq. ID 


LIB3149-003-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4106388 


BLAST score 


154 


E value 


3.0e-10 


Match length 


65 


% identity 


48 


NCBI Description 


(AF074849) unknown [Arabidopsis thaliana] 


Seq. No. 


218921 


Seq. ID 


LIB314 9-00 o-Pl-Kl-Di 


Method 


BLASTX 


NCBI GI 


g4263711 


BLAST score 


219 


E value 


8.0e-18 


Match length 


53 


% identity 


81 


NCBI Description 


(AC006223) putative CCR4-associated transcription fact< 




[Arabidopsis thaliana] 


Seq. No. 


218922 



30774 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-003-P1-K1-D6 

BLASTX 

g4539350 

261 

7.0e-23 

76 

61 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
218923 

LIB3149-003-P1-K1-D7 

BLASTX 

gl710780 

326 

2.0e-30 

98 

66 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917__emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

218924 

LIB314 9-003-P1-K1-D9 

BLASTX 

g4038035 

182 

2.0e-13 

70 
47 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

218925 

LIB314 9-003-P1-K1-E1 

BLASTX 

g2129915 

345 

1.0e-32 

103 

60 

ferredoxin precursor - sweet orange 

>gi_13607 25_emb_CAA87068_ (Z4 6944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 
Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218926 

LIB3149-003-P1-K1-E3 

BLASTX 

g3834309 

355 

9.0e-34 

125 

52 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 



30775 




Seq. No. 


218927 


Seq. ID 


LIB3149-003-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3885328 


r>J_iiibi score 


111 


E value 


4.0e-13 


Match length 


88 


% identity 


47 


NCBI Description 


(AC005623) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


218928 


Seq. ID 


LIB314 9-003-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3738320 


BLAST score 




E value 


3.0e-17 


Match length 


126 


% identity 


33 


NCBI Description 


(AC005170) putative cinnamoyl CoA reductase [Arabidopsi 




thaliana] 


Seq. No. 


218929 


Seq. ID 


LIB314 9-003-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4 4oozUo 


BLAST score 


481 


E value 


2.0e-48 


Match length 


136 


% identity 


71 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


218930 


Seq. ID 


LIB314 9-003-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3819164 


BLAST score 


Z / o 


E value 


3.0e-24 


Match length 


59 


% identity 


95 


NCBI Description 


(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 




max] 


Seq. No. 


218931 


Seq. ID 


LIB314 9-003-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2961372 


BLAST score 


549 


E value 


1 Oci— c: £ 

i . ue DO 


Match length 


110 


% identity 


91 


NCBI Description 


(AL022141) putative ribosomal protein L8 [Arabidopsis 




thaliana] >gi_3036817_emb__CAA18507_ (AL022373) ribosoma 




protein L2 [Arabidopsis thaliana] 


Seq. No. 


218932 


Seq. ID 


LIB314 9-003-P1-K1-F9 



30776 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2218152 

200 

1.0e-15 

63 
63 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

218933 

LIB314 9-003-P1-K1-G11 

BLASTX 

g425194 

343 

2.0e-32 

104 

68 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
X value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



218934 

LIB314 9-003-P1-K1-G8 

BLASTX 

g3892055 

135 

1.0e-08 

39 
77 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 

218935 

LIB314 9-003-P1-K1-H10 

BLASTX 

g3687251 

441 

6.0e-44 

109 
79 

(AC005169) unknown protein [Arabidopsis thaliana] 
218936 

LIB314 9-003-P1-K1-H11 

BLASTX 

gl616616 

561 

5.0e-58 

110 
98 

(Y08424) small GTP-binding protein [Nicotiana 
plumbaginif olia] 

218937 

LIB314 9-003-P1-K1-H12 

BLASTX 

g3334321 



30777 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206 

8.0e-17 

45 
89 

GTP-BINDING PROTEIN SAR1A >gi_2108345 (U55035) small 
GTP-binding protein Bsarla [Brassica rapa] 

218938 

LIB314 9-003-P1-K1-H5 

BLASTN 

gl563741 

55 

1.0e-22 

67 
96 

N.plumbaginif olia mRNA for GTP-binding protein, partial 
218939 

LIB314 9-003-P1-K1-H9 

BLASTX 

g4512688 

224 

2.0e-18 

65 
77 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
218940 

LIB314 9-004-P1-K1-A12 

BLASTX 

gl083739 

426 

5.0e-42 

114 
68 

nucleolar protein Noppl40, hepatic - rat 

>gi_1093316jprf 2103261A nuclear protein NAPS 7 [Rattus 

norvegicus] 



Seq. No. 218941 

Seq. ID LIB3149-004-P1-K1-A2 

Method BLASTX 

NCBI GI g4574208 

BLAST score 411 

E value 3.0e-40 

Match length 83 

% identity 100 

NCBI Description (AF093108) histone H3 [Tortula ruralis] 

Seq. No. 218942 

Seq. ID LIB3149-004-P1-K1-A7 

Method BLASTX 

NCBI GI g4097579 

BLAST score 268 

E value 1.0e-23 

Match length 119 

% identity 62 



30778 



ft 



NCBI Description (U64 922) NTGP1 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218943 

LIB314 9-004-P1-K1-B10 

BLASTX 

gl706323 

382 

7.0e-37 

125 

60 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 7100 8_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242_pir S64 704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218944 

LIB314 9-004-P1-K1-B2 

BLASTX 

g4510363 

480 

2.0e-48 

94 
90 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



218945 

LIB314 9-004 -P1-K1-B3 

BLASTX 

gl370166 

698 

6.0e-74 

138 
97 

(Z73932) RAB1C [Lotus japonicus] 
218946 

LIB314 9-004-P1-K1-B4 

BLASTX 

g418854 

435 

2.0e-43 

94 

16 

ubiquitin precursor - parsley >gi_288112_emb_CAA4 5621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb__CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

218947 

LIB314 9-004-P1-K1-C12 

BLASTX 

g2829899 

152 

6.0e-10 

67 

45 



30779 



NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and maj or#latex protein, 




gp X91961_1107495 [Arabidopsis thaliana] 


Seq. No. 


218948 


Seq. ID 


LIB314 9-004-P1-K1-C4 


Method 


BLASTX 


JNUril yjx 


rr9^ A A fl Q9 


BLAST score 


237 


E value 


5.0e-20 


Match length 


47 


% identity 


96 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


218949 


Seq. ID 


LIB3149-004-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll73223 




9 ? R 


E value 


6.0e-20 


Match length 


77 


% identity 


47 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribos 




protein Sll [Glycine max] 


Seq. No. 


218950 


Seq. ID 


LIB3149-004-P1-K1-D5 


Method 


BLASTX 


NCBI GI* 


g3913633 


biiAbi score 


A 1 A 


E value 


1.0e-40 


Match length 


127 


% identity 


68 


NCBI Description 


HYPOTHETICAL PROTEIN F8A5.25 >gi_2462742 (AC002292) 




protein [Arabidopsis thaliana] 


Seq. No. 


- 218951 


Seq. ID 


LIB3149-004-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


48 



% identity 

NCBI Description 



67 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218952 

LIB314 9-004-P1-K1-D8 

BLASTX 

g4263519 

251 

4.0e-22 

67 
73 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 



30780 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218953 

LIB314 9-004-P1-K1-E1 

BLASTX 

gl35860 

567 

1.0e-58 

136 
78 

TONOPLAST INTRINSIC PROTEIN, GAMMA {GAMMA TIP) 

(AQUAPORIN-TIP) >gi__997 61_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312__emb_CAA4 5115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi__166732 

(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 
>gi_4 45129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218954 

LIB314 9-004-P1-K1-E10 

BLASTX 

g2130052 

595 

8.0e-62 
144 

80 

xylose isomerase (EC 5.3. 
>gi_l 2 9 6 8 0 9_emb_CAA6 4 5 4 5_ 
[Hordeum vulgar e] 



1.5) - barley 
(X95257) xylose isomerase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218955 

LIB3149-004-P1-K1-E2 

BLASTX 

g4263519 

453 

3.0e-45 

93 

91 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218956 

LIB314 9-004-P1-K1-E3 

BLASTX 

g2688824 

269 

1.0e-23 

73 
79 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218957 

LIB314 9-004-P1-K1-F10 

BLASTX 

g!729971 



30781 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



266 

3.0e-23 

100 
53 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218958 

LIB314 9-004-P1-K1-F12 

BLASTX 

g3834310 

201 

8.0e-16 

48 

83 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


218959 


Seq. ID 


LIB314 9-004-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl657617 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


74 


% identity 


51 


NCBI Description 


(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 




putative nuclear DNA-binding protein G2p [Arabidopsis 




thaliana] 


Seq. No. 


218960 


Seq. ID 


LIB314 9-004 -P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4102600 


BLAST score 


187 


E value 


7.0e-17 


Match length 


82 


% identity 


62 


NCBI Description 


(AF0134 67) ARF6 [Arabidopsis thaliana] 


Seq. No. 


218961 


Seq. ID 


LIB314 9-004 -P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


586 


E value 


8.0e-61 


Match length 


131 


% identity 


86 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


218962 


Seq. ID 


LIB314 9-004 -P1-K1-G11 


Method 


BLASTX 



30782 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3334346 
516 

1.0e-52 

106 
92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 

>gi_2852445_dbj_BAA24697_ (AB003378) SUI1 homolog [Salix 
bakko] 



Seq. No. 


218963 


Seq. ID 


LIB314 9-004-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2905893 


DiiAo i score 


A A "3 
4 4 J 


E value 


4.0e-44 


Match length 


110 


% identity 


78 


NCBI Description 


(U66424) fimbrin-like protein [Arabi< 


Seq. No. 


218964 


Seq. ID 


LIB314 9-004-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2459440 


BLAST score 


310 


E value 


2.0e-28 


Match length 


103 


% identity 


63 


NCBI Description 


(AC002332) putative receptor kinase 


Seq. No. 


218965 


Seq. ID 


LIB314 9-004-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4454263 


BLAST score 


150 


E value 


1 . Oe-09 


Match length 


94 


% identity 


39 


NCBI Description 


(Y18046) FGFR1 oncogene partner (FOP 


Seq. No. 


218966 


Seq. ID 


LIB314 9-004-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g2688829 


BLAST score 


44 


E value 


2.0e-15 


Match length 


116 


% identity 


84 


NCBI Description 


Prunus armeniaca putative sugar tran; 




cds 


Seq. No. 


218967 


Seq. ID 


LIB3149-004-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2253442 


BLAST score 


206 


E value 


3.0e-16 


Match length 


56 



[Homo sapiens] 



30783 






% identity 


62 




NCBI Description 


(AF007784) LTC0R11 [Lavatera thuringiaca] 




Seq. No. 


218968 




Seq. ID 


LIB314 9-004-P1-K1-H6 




Method 


BLASTX 




NCBI GI 


g2062167 




oiiAo i score 


A QA 




E value 


5.0e-50 




Match length 


137 




% identity 


68 




NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arafoidopsis 






thaliana] 




Seq. No. 


218969 




Seq. ID 


LIB314 9-004-P1-K1-H8 




Method 


BLASTX 






you 4 do jo 




BLAST score 


529 




E value 


4.0e-54 




Match length 


132 


ffi- 


% identity 


70 




NCBI Description 


(AL022224) CTP synthase like protein [Arabidopsis thaliana] 




Seq. No. 


218970 




Seq. ID 


LIB314 9-005-Q1-K2-A2 


IP 


Method 


BLASTX 




NCBI GI 


g2o 1 9o 1 1 




BLAST score 


227 




E value 


7.0e-19 




Match length 


45 




% identity 


87 




NCBI Description 


(AJ223316) ribosomal protein L30 [Lupinus luteus] 




Seq. No. 


218971 




Seq. ID 


LIB314 9-005-Q1-K2-B4 




Method 


BLASTX 




NCBI GI 


g4056551 




Dj_i.rt.oi score 


^1 9 
OIZ 




E value 


8.0e-29 




Match length 


97 




% identity 


58 




NCBI Description 


(AL034583) putative elongation initation factor subunit 






[Schizosaccharomyces pombe] 




Seq. No. 


218972 




Seq. ID 


LIB314 9-005-Q1-K2-B5 




Method 


BLASTX 




NCBI GI 


gl848237 




BLAST score 


1 Jo 




E value 


6.0e-17 




Match length 


82 




% identity 


55 




NCBI Description 


(U57320) blue copper-binding protein II [Arabidopsis 






thaliana] 




Seq. No. 


218973 



30784 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-005-Q1-K2-B6 

BLASTX 

g!871577 

226 

1.0e-18 

115 
43 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
218974 

LIB3149-005-Q1-K2-C3 

BLASTX 

g3063396 

530 

3.0e-54 

118 

84 

(AB012947) vcCyP [Vicia faba] 
218975 

LIB314 9-005-Q1-K2-D4 

BLASTN 

g2570118 

43 

5.0e-15 

83 
88 

S.latifolia mRNA, clone CCLS 
218976 

LIB314 9-005-Q1-K2-E1 

BLASTX 

g3152591 

401 

4.0e-39 

132 

29 

(AC002986) Similar to hypothetical protein gb_Z97336 from 
A. thaliana. This gene is probably cut off. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218977 

LIB314 9-005-Q1-K2-E4 

BLASTX 

gl362086 

617 

2.0e-64 

133 

87 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



30785, 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



218978 

LIB3149-005-Q1-K2-E8 

BLASTN 

g3821780 

36 

6.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
218979 

LIB314 9-005-Q1-K2-F10 

BLASTX 

g2129772 

137 

1.0e-25 

96 

59 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

218980 

LIB314 9-005-Q1-K2-F4 

BLASTX 

g3928083 

564 

3.0e-58 
134 

75 

(AC005770) unknown protein [Arabidopsis thaliana] 
218981 

LIB314 9-005-Q1-K2-F7 

BLASTX 

g3036816 

252 

1.0e-21 

113 
45 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
218982 

LIB314 9-005-Q1-K2-F8 

BLASTX 

g3757514 

553 

6.0e-57 

121 

88 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

218983 

LIB314 9-005-Q1-K2-G2 

BLASTX 

g4090533 



30786 



T5T 7\ Q CPPiTQ 
rSJ-iriO 1 oL-UXc 


II 

*i J. O 


J_i V dl Li" 


6 . Oe-4 4 


Ms'hr'hi 1 p*ncr1"'h 


133 


% identity 


68 


NCBI Description 


(U68215) 




ACC oxidase [Carica papaya] 



Seq. No. 


218984 


Seq. ID 


LIB314 9-005-Q1-K2-H1 


Method 


BLASTX 


NGBI GI 


g445612 


BLAST score 


252 


E value 


1.0e-21 


Match length 


93 


% identity 


62 


NCBI Description 


ribosomal protein S19 


Seq. No. 


218985 


Seq. ID 


LIB314 9-005-Q1-K2-H12 


Method 


BLASTN 


NCBI GI 


g35329 


BLAST score 


44 


E value 


1.0e-15 


Match length 


96 


%' identity 


86 


NCSl Description 


H. sapiens mRNA for pr 



>gi_1254688_gb_G19989_G19989 SWSS41 Eric D. Green Homo 
sapiens STS genomic, sequence tagged site [Homo sapiens] 
>gi_4502996_ref_NM_001868.1_CPAl_ Homo sapiens 
carboxypeptidase Al (pancreatic) (CPA1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218986 

LIB314 9-005-Q1-K2-H6 

BLASTX 

g4432835 

275 

2.0e-24 

93 
52 

(AC006283) unknown protein [Arabidopsis thaliana] 
218987 

LIB314 9-006-Q1-K1-A11 

BLASTX 

g4510363 

385 

2.0e-37 

83 
84 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



218988 

LIB314 9-006-Q1-K1-A2 

BLASTX 

g541546 

496 

2.0e-50 



30787 



Match length 

% identity 

NCBI Description 



113 
18 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218989 

LIB3149-006-Q1-K1-A4 

BLASTX 

g3786011 

377 

2.0e-36 

112 
83 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



218990 

LIB314 9-006-Q1-K1-A5 

BLASTX 

g4457221 

188 

2.0e-14 

88 
53 

(AF1277 97) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218991 

LIB314 9 1 006-Q1-K1-A9 

BLASTX 

g4263712 

159 

2.0e-17 

64 
73 

(AC006223) putative ribosomal protein -S12 [Arabidopsis 
thaliana] 



Seq: No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



218992 

LIB314 9-006-Q1-K1-B1 

BLASTX 

gll72597 

178 

3.0e-13 

45 

76 

WOUND- INDUCED BASIC PROTEIN >gi_81888_pir JS0731 

wound-inducible basic protein - kidney bean >gi_169365 
(L00625) basic protein [Phaseolus vulgaris] 
>gi_217 98 9_dbj_BAA02299_ (D12914) 5.8 kb basic protein 
[Phaseolus vulgaris] 

218993 

LIB314 9-006-Q1-K1-B3 

BLASTX 

g3201477 



30788 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

3.0e-40 

110 
71 

(AJ006021) putative PRL1 associated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218994 

LIB314 9-006-Q1-K1-C8 

BLASTX 

g417719 

401 

3.0e-39 

96 
86 

4 OS RIBOSOMAL PROTEIN S3 >gi_2144763_pir R3HUS3 ribosomal 

protein S3 - human >gi_233042_bbs_42659 (S42658) S3 
ribosomal protein [human, colon, Peptide, 243 aa] [Homo 
sapiens] >gi_555941 (U14 990) ribosomal protein S3 [Homo 
sapiens] >gi_555943 (U14 991) ribosomal protein S3 [Homo 
sapiens] >gi_555945 (U14 992) .ribosomal protein S3 [Homo 
sapiens] 

218995 

LIB3149-006-Q1-K1-D1 

BLASTX 

gl619300 

457 

7.0e-46 

109 

83 

(X95269) LRR protein [Lycopersicon esculentum] 
218996 

LIB314 9-006-Q1-K1-D2 

BLASTX 

g2811029 

385 

2.0e-37 

93 
77 

ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 

218997 

LIB314 9-006-Q1-K1-D7 

BLASTX 

g3402683 

266 

2.0e-23 

111 

55 

(AC004697) patatin-like protein [Arabidopsis thaliana] 



Seq. No. 



218998 



30789 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-006-Q1-K1-E2 

BLASTX 

g3023512 

164 

2.0e-ll 

79 
44 

PUTATIVE ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
PRECURSOR (ENDOPEPTIDASE CLP) >gi_2134793_pir_S68421 
ATP-dependent Clp proteinase (EC 3.4.21.92) chain P homolog 
- human >gi_963048_emb_CAA90705__ (Z50853) CLPP [Homo 
sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218999 

LIB314 9-006-Q1-K1-E6 

BLASTX 

g3193293 

340 

4.0e-32 

93 
74 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB : AC000375 ) 
[Arabidopsis thaliana] 

219000 

LIB3149-006-Q1-K1-E7 

BLASTX 

g2961372 

521 

2.0e-53 

104 

92 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

219001 

LIB314 9-006-Q1-K1-F1 

BLASTX 

g3947448 

191 

1.0e-14 

97 
40 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 

[Caenorhabdi. . . >gi_3947543_emb_CAA88 952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk4 7 5 f 6 . 3 come s 
from this gene; 
cDNA EST yk4 99g5.5 



Seq. No. 
Seq. ID 



219002 

LIB314 9-006-Q1-K1-F11 



30790 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST X 

g3851636 

422 

1.0e-41 

102 
78 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 

4 OS ribosome protein S7 [Avicennia marina] 



219003 

LIB314 9-006-Q1-K1-F12 

BLASTX 

g2062167 

364 

7.0e-35 

96 
70 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219004 

LIB314 9-006-Q1-K1-F8 

BLASTX 

g2245131 

227 

7.0e-19 

70 
69 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
219005 

LIB314 9-006-Q1-K1-G6 

BLASTX 

g4204859 

112 

2.0e-12 

54 
76 

(U55859) heat shock protein 80 [Triticum aestivum] 
219006 

LIB314 9-006-Q1-K1-G7 

BLASTX 

gl771780 

144 

3.0e-09 

24 

100 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
219007 

LIB314 9-006-Q1-K1-G8 

BLASTX 

gl399757 

160 

6.0e-ll 

112 



30791 



% identity 


33 


NCBI Description 


(U57969) membrane fusion protein MexC [Pseudomonas 




aeruginosa] 


Seq. No. 


219008 


Seq. ID 


LIB314 9-006-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g464847 


dlao i score 


9 Pi £ 
Z U 0 


E value 


8.0e-17 


Match length 


47 


% identity 


85 


NCBI Description 


TUBULIN ALPHA CHAIN >gi_397913_emb_CAA804 97_ (Z2287 




tubulin [Euglena gracilis] 


Seq. No. 


219009 


Seq. ID 


LIB314 9-00 6-Q1-K1-H5 


Method 


BLASTX 




rxO A *5 1 *7 £ Q 

gz 4 ji / oy 


BLAST score 


241 


E value 


1.0e-20 


Match length 


59 


% identity 


80 


NCBI Description 


(U62752) acidic ribosomal protein Pla [Zea mays] 


Seq. No. 


219010 


Seq. ID 


LIB314 9-006-Q1-K1-H7 


Method 


BLASTX 




r*1 1 Q1 


BLAST score 


476 


E value 


5.0e-48 


Match length 


111 


% identity 


86 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No. 


219011 


Seq. ID 


LIB314 9-007 -Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl850546 


BLAST score 


Joj 


E value 


2.0e-37 


Match length 


110 


% identity 


78 


NCBI Description 


(U88045) syntaxin related protein AtVam3p [Arabidop 




thaliana] 


Seq. No. 


219012 


Seq. ID 


LIB314 9-007-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


610 


E value 


1.0e-63 


Match length 


131 


% identity 


83 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 



Seq. No. 



219013 



30792 



Seq. ID 


LIB3149-007-Q1-K1-A6 


Method 


BLASTX 






BLAST score 


352 


E value 


5.0e-65 


Match length 


145 


% identity 


89 


NCBI Description 


(U73746) annexin [Gossypium hirsutum] 


Seq. No. 


219014 


Seq. ID 


LIB314 9-007-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3650032 


rsLAbi score 


Zoo 


E value 


2.0e-19 


Match length 


63 


% identity 


62 


NCBI Description 


(AC005396) gibberellin-regulated protein 




[Arabidopsis thaliana] 


Seq. No. 


219015 


Seq. ID 


LIB314 9-007-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl706551 


BLAST score 


282 


E value 


3.0e-25 


Match length 


84 


% identity 


60 



NCBI Description 



GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE ) ( ( l->3 ) -B ETA- GLUC ANAS E ) 
(BETA-1, 3-ENDOGLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219016 

LIB314 9-007-Q1-K1-B11 

BLASTX 

gl00347 

386 

2.0e-37 

101 

71 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324__ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219017 

LIB314 9-007-Q1-K1-B12 

BLASTX 

g2495365 

398 

1.0e-38 

114 
75 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf_ 
heat shock protein HSP81-2 [Arabidopsis thaliana] 



1908431B 



Seq. No. 



219018 



30793 





Seq. ID 


LIB314 9-007-Q1-K1-C11 




Method 


BLASTX 






_i q o o £ c a 

gioUoooo 




BLAST score 


498 




E value 


2.0e-50 




Match length 


115 




% identity 


83 




NCBI Description 


(Y10804) Ubiquitin activating enzyme 




Seq. No. 


219019 




Seq. ID 


LIB3149-007-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g2832664 




BLAST score 


157 




E value 


1.0e-10 




Match length 


66 




% identity 


45 




NCBI Description 


(AL021710) pollen-specific protein - 


iL_J 
ill 




thaliana] 


ffs 


Seq. No. 


219020 




Seq. ID 


LIB314 9-007-Q1-K1-D10 




Method 


BLASTX 


4= 


NCBI GI 


g728882 




BLAST score 


547 




E value 


3.0e-56 


CP 


Match length 


115 


2 


% identity 


90 




NCBI Description 


ADP-RIBOSYLATION FACTOR 3 >gi_54184 6 


H :; 




ADP-ribosylation factor 3 - Arabidop 






>gi_453191_emb_CAA54564__ (X77385) AD 


Pi; 




[Arabidopsis thaliana] 




Seq. No. 


219021 




Seq. ID 


LIB314 9-007-Q1-K1-E1 


Li 


Method 


BLASTX 




NCBI GI , 


g2104 681 




BLAST score 


150 




E value 


1.0e-09 




Match length 


39 




% identity 


77 




NCBI Description 


(X97907) transcription factor [Vicia 




Seq. No. 


219022 




Seq. ID 


LIB314 9-007-Q1-K1-E6 




Method 


BLASTX 




NCBI GI 


g3912917 - 




BLAST score 


104 




E value 


2.0e-09 




Match length 


54 




% identity 


70 




NCBI Description 


(AF001308) putative NAK-like ser/thr 






[Arabidopsis thaliana] 




Seq. No. 


219023 




Seq. ID 


LIB314 9-007-Q1-K1-F6 




Method 


BLASTX 



- like [Arabidopsis 



pir S41938 



30794 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468050 
218 

1.0e-17 

130 
35 

(X87099) S-adenosyl-L-methionine: caf f eic acid 
3-O-methyltransferase [Vanilla planifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219024 

LIB314 9-007-Q1-K1-F8 

BLASTX 

g4191788 

215 

2.0e-17 

104 
43 

(AC005917) putative 



1-aminocyclopropane-l-carboxylate 



oxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



219025 

LIB3149-007-Q1-K1-G2 

BLASTX 

g2335099 

468 

6.0e-47 

137 
64 ' 

(AC002339) unknown protein [Arabidopsis thaliana] 
219026 

LIB314 9-007-Q1-K1-G4 

BLASTX 

g549063 

359 

3.0e-34 

111 

65 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38 958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835__dbj JBAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

219027 

LIB314 9-007-Q1-K1-G6 

BLASTX 

g4206122 

674 

4.0e-71 

142 
92 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

219028 

LIB314 9-007-Q1-K1-H3 

BLASTX 

g3212879 



30795 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278 

7.0e-25 

89 
62 

(AC004005) putative ribosomal protein L7 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219029 

LIB3149-007-Q1-K1-H6 

BLASTX 

gl351279 

264 

3.0e-23 

72 

71 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219030 

LIB314 9-008-Q1-K1-A11 

BLASTX 

g2129496 

584 

6.0e-62 

124 
95 

acetolactate synthase (EC 4, 
upland cotton 



1.3.18) precursor (clone A19) - 



219031 

LIB314 9-008-Q1-K1-A12 

BLASTX 

g3821280 

350 

2.0e-33 

86 
76 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219032 

LIB3149-008-Q1-K1-A7 

BLASTX 

gl362093 

173 

6.0e-13 

38 
87 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi 924 632 (U20595) unknown [Solanum lycopersicum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



219033 

LIB314 9-008-Q1-K1-B10 

BLASTX 

g730645 

201 



30796 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-16 

66 
65 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosoraal protein S15 [Arabidopsis thaliana] 
>gi__313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R2 9788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

219034 

LIB314 9-008-Q1-K1-B5 

BLASTX 

g3334113 

323 

2.0e-30 

66 
94 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

219035 

LIB314 9-008-Q1-K1-B6 

BLASTX 

g232031 

209 

1.0e-16 

67 
57 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219036 

LIB3149-008-Q1-K1-B8 

BLASTX 

gl883034 

154 

4.0e-ll 

48 

81 

(X91510) histone H4 



[Diadromus pulchellus] 



219037 

LIB314 9-008-Q1-K1-C11 

BLASTX 

gl220196 

290 

3.0e-26 

103 

64 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 



219038 



30797 



Seq. ID 


LIB314 9-008-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2760606 


BLAST score 


262 


E value 


6.0e-23 


Match length 


80 


% identity 


66 


NCBI Description 


^/iDuuiooo; pnospnoiipiu nyaroperoxiae giULdLnione 




peroxidase-like protein [Arabidopsis thaliana] >gi 30048 




(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 




thaliana] >gi__4 5394 51_emb_CAB39931 . 1_ (AL049500) 




phospholipid hydroperoxide glutathione peroxidase 




[Arabidopsis thaliana] 


Seq. No. 


219039 


Seq. ID 


LIB3149-008-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g82263 


BLAST score 


CO c 
OZ 0 


E value 


2.0e-65 


Match length 


141 


% identity 


87 


NCBI Description 


ubiquinol — cyto chrome -c reductase (EC 1.10.2.2) cytochroi 




cl precursor {clone pC (1)311) - potato 


Seq. No. 


219040 


Seq. ID 


LIB314 9-008-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


goz4 zu / / 


BLAST score 


332 


E value 


4.0e-31 


Match length 


88 


% identity 


70 


NCBI Description 


(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 


Seq. No. 


219041 


Seq. ID 


LIB314 9-00 8-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4580398 


BLAST score 


34 6 


E value 


2.0e-37 


Match length 


105 


% identity 


74 


NCBI Description 


(AC007171) putative protein kinase APK1A [Arabidopsis 




thaliana] 


Seq. No. 


219042 


Seq. ID 


LIB314 9-008-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g!345787 


BLAST score 


468 


E value 


4.0e-47 


Match length 


97 


% identity 


89 


NCBI Description 


CHALCONE SYNTHASE 2 (NARINGENIN-CHALCONE SYNTHASE 2) 




>gi_567937_dbj_BAA05641_ (D26594) chalcone synthase 




[Camellia sinensis] 



30798 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219043 

LIB314 9-008-Q1-K1-E4 

BLASTX 

gl23684 

254 

5.0e-22 

109 

58 

HEAT SHOCK FACTOR PROTEIN HSF24 (HEAT SHOCK TRANSCRIPTION 
FACTOR 24) (HSTF 24) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100267_pir S12361 heat shock transcription factor 

HSF24 - Peruvian tomato >gi_19488_emb_CAA39034_ (X55347) 
heat stress transcription factor [Lycopersicon peruvianum] 



Seq. No. 


219044 


Seq. ID 


LIB314 9-008-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3877725 


BLAST score 


169 


E value 


5.0e-12 


Match length 


96 


% identity 


41 


NCBI Description 


(Z70781) F57A8.2 [Caenorhabditis elegans] 


Seq. No. 


219045 


Seq. ID 


LIB314 9-008-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2583123 


BLAST score 


155 


E value 


2.0e-10 


Match length 


44 


% identity 


59 


NCBI Description 


(AC002387) putative nucleotide sugar epimerase [; 




thaliana] 


Seq. No. 


219046 


Seq. ID 


LIB314 9-008-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


93 


% identity 


45 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seq. No. 


219047 


Seq. ID 


LIB314 9-008-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3023419 


BLAST score 


255 


E value 


2.0e-22 


Match length 


73 


% identity 


67 


NCBI Description 


CAFFEOYL-COA O-METHYLTRANS FERASE ( TRANS -CAFFEOYL 



3-O-METHYLTRANSFERASE) ( CCOAMT ) ( CCOAOMT ) 
>gi__193485 9_emb_CAA72911_ (Y12228) caffeoyl-CoA 



30799 



O-methyltransf erase [Eucalyptus gunnii] 



Seq. No, 


219048 


Seq. ID 


LIB3149-008-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g421960 


BLAST score 


261 


E value 


9.0e-23 


Match length 


118 


% identity 


48 


NCBI Description 


small nuclear ribonucleoprotein U2B 1 1 - 




(M728 92) spliceosomal protein [Solanum ■ 


Seq. No. 


219049 


beq. lu 


Liboi4 y— uu o— y±— KI— bl 


Method 


BLASTX 


NCBI GI 


g3717946 


BLAST score 


177 


E value 


5.0e-13 


Match length 


75 


% identity 


51 


NCBI Description 


(AJ005901) vagi [Arabidopsis thaliana] 


Seq. No. 


219050 


Seq. ID 


LIB3149-008-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g345829 


BLAST score 


456 


E value 


1.0e-45 


Match length 


125 


% identity 


65 


NCBI Description 


ubiquitin carrier protein E2 - human 


Seq. No. 


219051 


Seq. ID 


LIB314 9-008-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3142301 


BLAST score 


144 


E value 


5.0e-09 


Match length 


53 


% identity 


57 


NCBI Description 


(AC002411) Contains similarity to neura. 



potato >gi_169589 



molecule 2, large isoform precursor gb_M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219052 

LIB3149-013-Q1-K1-A1 

BLASTX 

g2502085 

470 

3.0e-47 

127 

55 

(AF022925) adenosine triphosphatase; c-subunit of V-ATPase 
[Vigna radiata] 



30800 



Seq. No. 


219053 


Seq. ID 


LIB314 9-013-Q1-K1-A11 


1X16 LllOG 


DLno 1 vi 


NCBI GI 


g2924257 


BLAST score 


39 


E value 


1.0e-12 


Match length 


119 


% identity 


42 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


219054 


Seq. ID 


LIB314 9-013-Q1-K1-A2 




DT ZVOrpV 

oXjzt-O 1 A 


NCBI GI 


g4098129 


BLAST score 


242 


E value 


2 .Oe-20 


Match length 


49 


% identity 


96 


NCBI Description 


(U73588) sucrose synthase [Gossypium hi: 


Seq. No. 


219055 


Seq. ID 


LIB314 9-013-Q1-K1-A4 


Method 


nr 7\ C TV 


NCBI GI 


g!709990 


BLAST score 


227 


E value 


9.0e-19 


Match length 


47 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L35A 


Seq. No. 


219056 


Seq. ID 


LIB3149-013-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gll69228 


BLAST score 


236 


E value 


/ . ue z u 


Match length 


55 


% identity 


85 


NCBI Description 


RNA HELICASE-LIKE PROTEIN DB10 >gi_108 4 




helicase-like protein - Wood tobacco 




>gi__56398 6_dbj_BAA037 63_ (D16247) RNA hi 




DB10 [Nicotiana sylvestris] 


Seq. No. 


219057 


Seq. ID 


LIB314 9-013-Q1-K1-B11 




SDL1H.0 1 A 


NCBI GI 


gl906830 


BLAST score 


499 


E value 


1.0e-50 


Match length 


103 


% identity 


91 


NCBI Description 


(Y11829) heat shock protein [Arabidopsi, 


Seq. No. 


219058 


Seq. ID 


LIB3149-013-Q1-K1-B7 


Method 


BLASTX 



S42639 



30801 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl717952 
515 

1.0e-52 

114 
89 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 4 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN 4) (RISP4) >gi_530054 
(L16812) Rieske iron-sulfur protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219059 

LIB314 9-013-Q1-K1-B9 

BLASTX 

g4539405 

474 

1.0e-47 

118 

78 

(AL04 9524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

219060 

LIB314 9-013-Q1-K1-C1 

BLASTX 

gl29245 

172 

2.0e-12 

111 

41 

ORGAN SPECIFIC PROTEIN P4 >gi_72317_pir KNPMP4 protein P4 

- garden pea >gi_295829_emb_CAA35943_ (X51594) P4 protein 
[Pisum sativum] 



Seq. No. 


219061 


Seq. ID 


LIB314 9-013-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


514 


E value 


2.0e-52 


Match length 


103 


% identity 


97 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


219062 


Seq. ID 


LIB3149-013-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2760362 


BLAST score 


436 


E value 


3.0e-43 


Match length 


101 


% identity 


84 


NCBI Description 


(AF016511) 15.9 kDa subunit of RNA polymerase 




[Arabidopsis thaliana] 


Seq. No. 


219063 


Seq. ID 


LIB3149-013-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3915826 



30802 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223 

8.0e-19 

57 

72 

60S RIBOSOMAL PROTEIN L5 
219064 

LIB3149-013-Q1-K1-C9 

BLASTX 

g3493172 

525 

1.0e-53 

113 

91 

(U89609) fiber annexin 



[Gossypium hirsutum] 



219065 

LIB314 9-013-Q1-K1-D1 

BLASTX 

gl346526 

478 

2.0e-48 

94 

96 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2.5.1.6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

219066 

LIB3149-013-Q1-K1-D10 

BLASTX 

g2708532 

484 

6.0e-49 

122 

26 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
219067 

LIB314 9-013-Q1-K1-D3 

BLASTX 

g2914700 

622 

4.0e-65 

129 

96 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



219068 

LIB3149-013- 

BLASTX 

gl871577 

290 



■Q1-K1-D6 



30803 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-26 

92 
57 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
219069 

LIB3149-013-Q1-K1-D7 

BLASTX 

g3915031 

542 

1.0e-55 

114 
94 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232__ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219070 

LIB314 9-013-Q1-K1-D8 

BLASTX 

g2218152 

642 

2.0e-67 

125 

93 

(AF005279) type Ilia membrane protein cp-wapl3 
unguiculata] 



[Vigna 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219071 

LIB314 9-013-Q1-K1-D9 

BLASTX 

g4158232 

383 

2.0e-45 

119 

73 

(Y18626) reversibly glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219072 

LIB3149-013-Q1-K1-E1 

BLASTX 

g3193316 

339 

7.0e-32 

90 

72 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219073 

LIB314 9-013-Q1-K1-E11 

BLASTX 

g2982299 

168 

7.0e-12 



30804 



Match length 


69 


% identity 


54 


NCBI Description 


(AF051234) transcription factor BTF3 homolog [Picea 




mariana] 


Seq. No. 


219074 


Seq. ID 


LIB314 9-013-Q1-K1-E12 


Method 


BLASTX 




gz z 4± 4 / :? o 


BLAST score 


134 


E value 


4.0e-17 


Match length 


108 


% identity 


47 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


219075 


Seq. ID 


LIB314 9-013-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3881381 


BLAST score 


272 


E value 


4.0e-24 


T\A — \ 4— y-^ V\ 1 /-\ >-\ j-^f -f— V~v 

natcn lengLn 


1 Pl£ 
1UD 


% identity 


51 


NCBI Description 


(Z68270) Similarity to Yeast Man { 0 ) -alpha-mannosidase. 




(SW:MNS1_YEAST) ; cDNA EST EMBL:D71247 comes from thrs 




cDNA EST EMBL:D73896 comes from this gene [Caenorhabd. 




elegans] 


Seq. No. 


219076 


Seq. ID 


LIB314 9-013-Q1-K1-E5 


Method 


BLASTX 




gi oUU^oi 


BLAST score 


586 


E value 


6.0e-61 


Match length 


119 


% identity 


19 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 


Seq. No. 


219077 


Seq. ID 


LIB314 9-013-Q1-K1-E9 


Method 


BLASTX 




gzooy / 14 


BLAST score 


257 


E value 


3.0e-22 


Match length 


58 


% identity 


84 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


219078 


Seq. ID 


LIB314 9-013-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g417256 


BLAST score 


157 


E value 


1.0e-10 


Match length 


87 


% identity 


47 


NCBI Description 


LIPASE PRECURSOR (TRIACYLGLYCEROL LIPASE) 



30805 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219079 

LIB3149-013-Q1-K1-F10 

BLASTX 

g3242785 

446 

2.0e-44 

128 
73 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219080 

LIB3149-013-Q1-K1-F11 

BLASTX 

g3355468 

345 

1.0e-32 

97 
73 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219081 

LIB3149-013-Q1-K1-F12 

BLASTX 

gl346771 

328 

1.0e-30 

79 
80 

PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219082 

LIB314 9-013-Q1-K1-F2 

BLASTX 

g3122673 

550 

1.0e-56 

112 
89 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219083 

LIB3149-013-Q1-K1-F3 

BLASTX 

g2829923 

438 

2.0e-43 

100 

44 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



30806 



Seq. No. 


219084 


Seq. ID 


LIB314 9-013-Q1-K1-F5 


Method 


JD-Lfio 1 A 


NCBI GI 


g2739004 


BLAST score 


361 


E value 


2.0e-34 


Match length 


126 


% identity 


57 


NCBI Description 


(AF022461) CYP82Clp [Glycine max] 


Seq. No. 


219085 


Seq. ID 


LIB314 9-013-Q1-K1-F6 


Method 


Dlii-ib 1 A 


NCBI GI 


g2739004 


BLAST score 


235 


E value 


8.0e-20 


Match length 


89 


% identity 


55 


NCBI Description 


(AF022461) CYP82Clp [Glycine max] 


Seq. No. 


219086 


Seq. ID 


LIB314 9-013-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2829923 


BLAST score 


161 


E value 


1.0e-ll 


Match length 


35 


% identity 


89 


NCBI Description 


(AC002291) Similar to uridylyl transferases 




thaliana] 


Seq. No. 


219087 


Seq. ID 


LIB314 9-013-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2oz99zo 


BLAST score 


287 


E value 


6.0e-26 


Match length 


81 


% identity 


73 


NCBI Description 


(AC002291) Similar to uridylyl transferases 




thaliana] 


Seq. No. 


219088 


Seq. ID 


LIB314 9-013-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


goyuiuiz 


BLAST score 


521 


E value 


7.0e-55 


Match length 


114 


% identity 


88 


NCBI Description 


(AJ130885) xyloglucan endotransglycosylase 




sylvatica] 


Seq. No. 


219089 


Seq. ID 


LIB314 9-013-Q1-K1-G10 


Method 


BLASTX 



30807 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244970 
461 

3.0e-46 

126 

67 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA747 65_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219090 

LIB314 9-013-Q1-K1-G11 

BLASTX 

g4115377 

531 

2.0e-54 

111 

88 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219091 

LIB3149-013-Q1-K1-G5 

BLASTX 

g2058273 

469 

4.0e-47 

100 
90 

(D83527) YK426 [Oryza sativa] 
219092 

LIB3149-013-Q1-K1-G8 

BLASTX 

g4008159 

613 

5.0e-64 

123 

90 

(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219093 

LIB314 9-013-Q1-K1-G9 

BLASTX 

g4510428 

161 

4.0e-24 
86 
67 

(AC006929) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219094 

LIB3149-013-Q1-K1-H1 

BLASTN 

gl553128 

82 

5.0e-39 

82 



30808 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Gossypium hirsutum ribosomal protein L44 isoform a (RL44) 
complete cds 

219095 

LIB314 9-013-Q1-K1-H5 

BLASTX 

gl706319 

419 

3.0e-41 

130 
60 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 

>gi_481829jpir S39554 histidine decarboxylase (EC 

4.1.1.22) - tomato >gi_416534_emb_CAA50719_ (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 



Seq. No. 


219096 


Seq. ID 


LIB314 9-014-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4325369 


BLAST score 


136 


E value 


1.0e-08 


Match length 


23 


% identity 


91 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana 


Seq. No. 


219097 


Seq. ID 


LIB3149-014-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


503 


E value 


3.0e-51 


Match length 


118 


% identity 


75 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


219098 


Seq. ID 


LIB314 9-014-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


296 


E value 


7.0e-27 


Match length 


116 


% identity 


50 


NCBI Description 


(Z97338) strong similarity to protein phosphatase 2A 




regulatory chain, 74K [Arabidopsis thaliana] 


Seq. No. 


219099 


Seq. ID 


LIB314 9-014-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


167 


E value 


4.0e-12 


Match length 


35 


% identity 


83 


NCBI Description 


(AC004401) unknown protein [Arabidopsis thaliana] 



30809 



Seq. No. 


219100 


Seq. ID 


LIB314 9-014-Q1-K1-E2 


Method 


DT 7\C mv 


NCBI GI 


g4539305 


BLAST score 


182 


E value 


1.0e-13 


Match length 


59 


% identity 


59 


NCBI Description 


(AL049480) putative protein [Arabidopsis 


Seq. No. 


219101 


Seq. ID 


LIB314 9-014-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl679794 


BLAST score 


238 


E value 


4.0e-20 


Match length 


101 


% identity 


47 


NCBI Description 


(U77627) Allele: hi2 [Danio rerio] 


Seq. No. 


219102 


Seq. ID 


LIB314 9-014-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4bl9b0 / 


BLAST score 


137 


E value 


1.0e-08 


Match length 


31 


% identity 


84 


NCBI Description 


(D88434) protein abundantly expressed duj 




development [Malus domestical 


Seq. No. 


219103 


Seq. ID 


LIB314 9-014-Q1-K1-F6 


Method 


BLAo 1 X 


NCBI GI 


gl67367 


BLAST score 


410 


E value 


3.0e-40 


Match length 


119 


% identity 


69 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


219104 


Seq. ID 


LIB314 9-014-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl666173 


BLAST score 


285 


E value 


9.0e-26 


Match length 


65 


% identity 


86 


NCBI Description 


(Y09106) transcription factor [Nicotiana 


Seq. No. 


219105 


Seq. ID 


LIB314 9-014-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g!34025 


BLAST score 


269 



30810 



II 



E value 
Match length 
% identity 
NCBI Description 



3.0e-24 

67 

78 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi__11863_emb_CAA77378__ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 



Seq. No. 


219106 


Seq. ID 


LIB3149-014-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl710546 


BLAST score 


296 


Hi value 


z . ue — z / 


Match length 


63 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L36 >gi 1276967 




ribosomal protein [Daucus carota] 


Seq. No. 


219107 


Seq. ID 


LIB314 9-015-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g!843527 


BLAST score 


483 


E value 


1 . 0e-48 


Match length 


124 


% identity 


44 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


219108 


Seq. ID 


LIB314 9-015-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g730536 


BLAST score 


348 


E value 


d . ue-Jo 


Match length 


68 


% identity 


99 


NCBI Description 


60S RIBOSOMAL PROTEIN L23 >gi_310933 ( 




protein subunit L17 [Nicotiana tabacum 


Seq. No. 


219109 


Seq. ID 


LIB314 9-015-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


405 


E value 


1.0e-39 


Match length 


136 


% identity 


58 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana 


Seq. No. 


219110 


Seq. ID 


LIB314 9-015-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl762945 


BLAST score 


326 


E value 


2.0e-30 



;U47095) putative 



60S ribosomal 



30811 



Match length 96 
% identity 65 

NCBI Description (U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219111 

LIB3149-015-Q1-K1-A7 

BLASTX 

gl563719 

313 

1.0e-35 

89 

87 

(Y08320) cyclophylin 



[Digitalis lanata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219112 

LIB3149-015-Q1-K1-B2 

BLASTX 

g417745 

629 

7.0e-66 

127 
96 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticura aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219113 

LIB314 9-015-Q1-K1-B3 

BLASTX 

g548852 

361 

2.0e-34 

82 

80 

40S RIBOSOMAL PROTEIN S21 >gi_4 8 1227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219114 

LIB314 9-015-Q1-K1-B5 

BLASTX 

g2497752 

294 

1.0e-26 

96 
59 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR {LTP 1) 
>gi_1321911_emb__CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219115 

LIB3149-015-Q1-K1-B6 

BLASTX 

g322750 

658 

3.0e-69 



30812 



Match length 


128 


% identity 


99 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi 170217 (M74100) ubiquitin fusion protein [Nicotiana 




sylvestris] 


Seq. No. 


219116 


Seq. ID 


LIB314 9-015-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3482973 


BLAST score 


251 


E value 


1 . Oe-21 


Match length 


127 


% identity 


54 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


219117 


Seq. ID 


LIB314 9-015-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4510425 


BLAST score 


506 


E value 


2 . Oe-51 


Match length 


128 


% identity 


76 


NCBI Description 


(AC006929) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219118 


Seq. ID 


LIB314 9-015-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


244 


E value 


6. Oe-21 


Match length 


64 


% identity 


80 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


219119 


Seq. ID 


LIB314 9-015-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2245394 


BLAST score 


289 


E value 


5.0e-26 


Match length 


107 


% identity 


52 


NCBI Description 


(U89771) ARFl-binding protein [Arabidopsis thaliana] 


Seq. No. 


219120 


Seq. ID 


LIB314 9-015-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl915974 


BLAST score 


597 


E value 


4 .0e-62 


Match length 


138 


% identity 


82 


NCBI Description 


(U62329) fructokinase [Lycopersicon esculentum] >gi_2102693 




(U64818) fructokinase [Lycopersicon esculentum] 




30813 



II 



Seq. No. 


219121 


Seq. ID 


LIB314 9-015-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3319882 


"RT 7\ Q T onnra 
£j.Li.£t.O± oLUIc 


a i n 


E value 


3.0e-47 


Match length 


92 


% identity 


98 


NCBI Description 


(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 




arietinum] 


Seq. No. 


219122 


Seq. ID 


LIB3149-015-Q1-K1-C6 


Method 


BLASTX 




a2398 531 


BLAST score 


360 


E value 


3.0e-34 


Match length 


130 


% identity 


64 


NCBI Description 


(Y13726) Transcription factor [Arabidopsis thaliana] 


Seq. No. 


219123 


Seq. ID 


LIB314 9-015-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll72587 


BLAST score 


166 


E value 


1.0e-ll 


l\/f O +■ /""■ V"i "1 Q vi r-r4- V'i 

i v iaL-Cii leng tn 




% identity 


42 


NCBI Description 


POLYPHENOL OXIDASE PRECURSOR (PPO) (CATECHOL OXIDASE) 




>gi 1076272 pir S52629 catechol oxidase (EC 1.10.3.1 




precursor - grape >gi_510234__emb_CAA817 98_ (Z27411) 




polyphenol oxidase [Vitis vinifera] 


Seq. No. 


219124 


Seq. ID 


LIB314 9-015-Q1-K1-D2 


Method 


BLASTX 


TJfRT nj 

L\\^E> A. w_L 


rr^21 9R77 


BLAST score 


465 


E value 


1.0e-46 


Match length 


104 


% identity 


82 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


219125 


Seq. ID 


LIB314 9-015-Q1-K1-D5 


Method 


BLASTX 


MpDT (IT 


y joooi / \j 


BLAST score 


414 


E value 


1.0e-40 


Match length 


123 


% identity 


68 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


219126 


Seq. ID 


LIB314 9-015-Q1-K1-D7 


Method 


BLASTX 



30814 








BLAST score 


192 


E value 


1.0e-14 


Match length 


114 


% identity 


39 


NCBI Description 


(AF096371) No definition line found [Arabidopsis thaliana 


Seq. No. 


219127 


Seq. ID 


LIB3149-015-Q1-K1-D9 


Method 


BLASTN 


\tpdt CT 




BLAST score 


39 


E value 


1.0e-12 


Match length 


55 


% identity 


93 


NCBI Description 


N.tabacum mRNA for 14-3-3-like protein (A) 


Seq. No. 


219128 


Seq. ID 


LIB314 9-015-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3319882 


dMoI score 


a on 


E value 


8.0e-74 


Match length 


138 


% identity 


96 


NCBI Description 


(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 




arietinum] 


Seq. No. 


219129 


Seq. ID 


LIB314 9-015-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g416730 


BLAST score 


393 


E value 


3.0e-38 


Match length 


104 


o _L Lie! I it- -L L y 




NCBI Description 


BETA-UREIDOPROPIONASE ( BET A- ALANINE SYNTHASE) 




(N-CARBAMOYL-BETA- ALANINE AMIDOHYDROLASE ) 




>gi 285064 pir S27881 beta-alanine synthase - rat 




>gi_203106 (M97662) beta-alanine synthase [Rattus 




norvegicus] 


Seq. No. 


219130 


Seq. ID 


LIB314 9-015-Q1-K1-F12 


Method 


BLASTX 




~c n q o C\ A 
gOU o jU4 


BLAST score 


151 


E value 


6.0e-10 


Match length 


40 


% identity 


72 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


219131 


Seq. ID 


LIB314 9-015-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2266994 


BLAST score 


426 



30815 



E value 
Match length 
% identity 
NCBI Description 



5.0e-42 

123 

63 

(U77413) O-linked GlcNAc transferase [Homo sapiens] 
>gi_4505499_ref_NP_003596. l_pOGT_ O-GlcNAc transferase 
(uridine diphospho-N-acetylglucosamine : polypeptide 
beta-N-acetylglucosaminyl transferase) 



Seq. No. 


219132 


Seq. ID 


LIB314 9-015-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2431767 


BLAST score 


177 


E value 


8.0e-13 


Match length 


107 


% identity 


38 


NCBI Description 


(U62751) acidic ribosomal 


Seq. No. 


219133 


Seq. ID 


LIB314 9-015-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


361 


E value 


2.0e-34 


Match length 


82 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein S21 - rice >gi__303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

219134 

LIB3149-015-Q1-K1-H12 

BLASTX 

g2842480 

383 

5.0e-37 

93 
48 

(AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219135 

LIB3149-015-Q1-K1-H7 
BLASTX 
gl361979 
544 

7.0e-56 
113 
93 

serine O-acetyltransf erase (EC 2.3 
>gi_1350550_dbj_BAA12843__ (D85624) 
[Citrullus lanatus] >gi_1841312_dbj_BAA0847 9_ 
serine acetyltransf erase . [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 



1.30) - watermelon 
serine acetyltransf erase 
(D49535) 



Seq. No. 



219136 



30816 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-015-Q1-K1-H8 

BLASTX 

g3927831 

399 

7.0e-39 

105 

75 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219137 

LIB314 9-015-Q1-K1-H9 

BLASTX 

gl850546 

263 

6.0e-23 

87 

64 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

219138 

LIB314 9-016-Q1-K1-A1 

BLASTX 

g3702323 

234 

4.0e-20 

66 

74 

(AC005397) unknown protein [Arabidopsis thaliana] 
219139 

LIB314 9-016-Q1-K1-A12 

BLASTN 

gl67366 

57 

3.0e-24 

57 

100 

Gossypium hirsutum peroxidase mRNA, complete cds 
219140 

LIB314 9-016-Q1-K1-A4 

BLASTX 

g3928095 

537 

4.0e-55 

123 

81 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
219141 

LIB314 9-016-Q1-K1-A5 

BLASTX 

g3928095 

211 

7.0e-17 



30817 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
48 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
219142 

LIB314 9-016-Q1-K1-A7 

BLASTX 

g992706 

558 

1.0e-57 

109 
92 

(U33758) UBC13 [Arabidopsis thaliana] 
219143 

LIB314 9-016-Q1-K1-A9 

BLASTX 

g232031 

221 

4.0e-18 

105 
45 

ELONGATION FACTOR 1 BETA 1 >gi_3228 51_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi__218161_dbi_BAA02253__ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

219144 

LIB314 9-016-Q1-K1-B10 

BLASTX 

g 4454044 

331 

5.0e-31 

102 

70 

(AL035394) putative Ap2 domain protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



219145 

LIB314 9-016-Q1-K1-B12 

BLASTX 

gl709761 

410 

3.0e-40 

110 

73 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 27 KD SUBUNIT) >gi_l 2 62 14 6_emb__CAA65 66 0_ (X96974) 
proteasome subunit [Spinacia oleracea] 

219146 

LIB314 9-016-Q1-K1-B2 

BLASTX 

g!439609 

591 

2.0e-61 
118 



30818 



% identity 

NCBI Description 



62 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219147 

LIB314 9-016-Q1-K1-B9 

BLASTX 

g3123264 

429 

2.0e-42 

105 

79 

60S RIBOSOMAL PROTEIN L27 >gi_224 4 857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

219148 

LIB314 9-016-Q1-K1-C10 

BLASTX 

g730463 

286 

1.0e-25 

99 

57 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537__emb_CAA99454__ (Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 

219149 

LIB314 9-016-Q1-K1-C4 

BLASTX 

g3928095 

515 

2.0e-52 

129 
76 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
219150 

LIB314 9-016-Q1-K1-C6 

BLASTX 

g2454182 

602 

1.0e-62 

131 
88 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

219151 

LIB314 9-016-Q1-K1-C7 

BLASTX 

gl36647 

212 

4.0e-17 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
58 

UBIQUITIN-CONJUGATING ENZYME E2-20 KD (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_100813_pir A41547 

ubiquit in-conjugating enzyme E2 - wheat 

219152 

LIB314 9-016-Q1-K1-D10 

BLASTX 

gll70373 

542 

9.0e-56 

114 
91 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >giJL072 4 7 3_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

219153 

LIB314 9-016-Q1-K1-D5 

BLASTX 

g629483 

342 

3.0e-32 

121 

59 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

219154 

LIB314 9-016-Q1-K1-D6 

BLASTX 

g2129754 

213 

4.0e-17 
47 

89 

translation elongation factor Tu precursor - Arabidopsis 
thaliana >gi_114 9571_emb_CAA61511_ (X89227) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



219155 

LIB314 9-016-Q1-K1-D9 

BLASTX 

g4006827 

209 

9.0e-17 

47 

85 

(AC005970) subtilisin-like protease 
219156 

LIB314 9-016-Q1-K1-E1 
BLASTX 



[Arabidopsis thaliana] 



30820 





a3096944 


BLAST score 


108 


E value 


1.0e-08 


Match length 


79 


% identity 


46 


NCBI Description 


(AL023094) putative protein [Arabidopsis thaliana] 


Seq. No. 


219157 


Seq. ID 


LIB314 9-016-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4406756 


JDJ_i.ri.Oi 


M 1 

*J J. X 


E value 


4 .Oe-52 


Match length 


125 


% identity 


80 


NCBI Description 


(AC006836) putative integral membrane protein A3 




[Arabidopsis thaliana] 


Seq. No. 


219158 


Seq. ID 


LIB314 9-016-Q1-K1-E12 


Method 


BLASTX 


MpRT (ZT 

LN V II_> _L J. 


a4 S67309 


BLAST score 


146 


E value 


3.0e-09 


Match length 


70 


% identity 


44 


NCBI Description 


(AC005956) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


219159 


Seq. ID 


LIB314 9-016-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g532701 


j_s__m.o i score 


9 0 A 
Z U 4± 


E value 


5.0e-16 


Match length 


89 


% identity 


49 


NCBI Description 


(U13179) similar to Atriplex nummularia chaperone ANJ1 




protein, Swiss-Prot Accession Number JQ2142 [Glycine m; 


Seq. No. 


219160 


Seq. ID 


LIB3149-016-Q1-K1-E5 


Method 


BLASTX 


<3 J- 


rrl f)7 67 00 


BLAST score 


624 


E value 


3.0e-65 


Match length 


130 


% identity 


89 


NCBI Description 


hypothetical protein - barley (fragment) 


Seq. No. 


219161 


Seq. ID 


LIB3149-016-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4567260 


BLAST score 


489 


E value 


2.0e-49 


Match length 


121 


% identity 


74 
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NCBI Description 



(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219162 

LIB314 9-016-Q1-K1-E8 

BLASTX 

g2104681 

286 

1.0e-25 

124 
56 

(X97907) transcription factor [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219163 

LIB314 9-016-Q1-K1-F7 

BLASTX 

g2501353 

108 

1.0e-09 

57 

52 

TRANSKETOLASE, CHLOROPLAST (TK) >gi__1084 4 40_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA8 6607_ (Z4 664 6) transketolase 
[Craterostigma plantagineum] 

219164 

LIB314 9-016-Q1-K1-F8 

BLASTX 

g517500 

263 

6.0e-23 

85 
64 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_4 4 4 338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

219165 

LIB314 9-016-Q1-K1-G1 

BLASTX 

g2829899 

270 

8.0e-24 

112 
45 

(AC002311) similar to ripening-induced protein, 
gp_AJ0014 4 9_24 65015 and major#latex protein, 
gp_X91961__1107495 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



219166 

LIB314 9-016-Q1-K1-G12 

BLASTX 

g3096939 

147 

2.0e-09 

31 



30822 



% identity 

NCBI Description 



81 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219167 

LIB314 9-016-Q1-K1-G2 

BLASTX 

g3064039 

239 

4.0e-20 

90 

48 

(AF054445) major latex protein homolog [Mesembryanthemuru 
crystallinum] 

219168 

LIB3149-016-Q1-K1-G4 

BLASTX 

gl32865 

338 

6.0e-32 

92 

77 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 (RIBOSOMAL PROTEIN 

CS-L4) >gi_71090_pir R5SP2 ribosomal protein L2 - spinach 

chloroplast >gi_12303_emb_CAA25377_ (X007 97) ribosomal 
protein L2 [Spinacia oleracea] 

219169 

LIB314 9-016-Q1-K1-G5 

BLASTX 

gl32863 

153 

4.0e-15 

75 
66 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ (X65615) ribosomal protein L2 
[Sinapis alba] 

219170 

LIB314 9-016-Q1-K1-G6 

BLASTX 

gl29248 

176 

9.0e-13 

100 
22 

ORGAN SPECIFIC PROTEIN S2 >gi J72318jpir KNPMS2 protein S2 

- garden pea >gi_295 8 31_emb_CAA3594 4_ (X51595) S2 protein 
[Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219171 

LIB314 9-016-Q1-K1-G7 

BLASTX 

gl20669 

425 

5.0e-42 



30823 



Match length 

% identity 

NCBI Description 



85 
92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42 905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


219172 


Seq. ID 


LIB314 9-016-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2447107 


BLAST score 


402 


E value 


3.0e-39 


Match length 


133 


% identity 


57 


NCBI Description 


(U42580) A638R [Paramecium 1 


Seq. No. 


219173 


Seq. ID 


LIB314 9-016-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2760834 


BLAST score 


373 


E value 


4.0e-36 


Match length 


88 


% identity 


81 


NCBI Description 


(AC003105) putative nitrate 




thaliana] 


Seq. No. 


219174 


Seq. ID 


LIB314 9-016-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3269289 


BLAST score 


211 


E value 


7.0e-17 


Match length 


68 


% identity 


65 


NCBI Description 


(AL030978) putative protein 


Seq. No. 


219175 


Seq. ID 


LIB314 9-016-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


466 


E value 


7.0e-47 


Match length 


110 


% identity 


19 


NCBI Description 


POLYADENYLATE-BINDING PROTE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

219176 

LIB314 9-017-Q1-K1-A1 

BLASTX 

gl856971 

453 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-45 

95 

92 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219177 

LIB3149-017-Q1-K1-A10 

BLASTX 

g2662377 

211 

8.0e-17 

61 
64 

(D89063) oligosaccharyltransferase [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219178 

LIB314 9-017-Q1-K1-A12 

BLASTX 

g464849 

594 

1.0e-61 

139 
86 

TUBULIN ALPHA CHAIN >gi_486847_pir_S36232 tubulin alpha 
chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

219179 

LIB3149-017-Q1-K1-A4 

BLASTX 

g2262172 

292 

2.0e-26 

131 

52 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219180 

LIB314 9-017-Q1-K1-A5 

BLASTX 

g4567311 

152 

6.0e-10 

63 

52 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219181 

LIB314 9-017-Q1-K1-A7 

BLASTX 

g4539405 

412 

2.0e-40 

119 
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§ 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. _ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



69 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

219182 

LIB3149-017-Q1-K1-B10 

BLASTX 

g2245107 

306 

5.0e-28 

109 
33 

(Z97343) thioesterase homolog [Arabidopsis thaliana] 
219183 

LIB3149-017-Q1-K1-B11 

BLASTN 

g3269280 

34 

2.0e-09 

62 

89 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

219184 

LIB314 9-017-Q1-K1-B3 

BLASTX 

g547683 

655 

6.0e-69 

131 

97 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_4 4 5601_prf 1909348A heat shock protein hsp80 

[Lycopersioon esculentum] 

219185 

LIB314 9-017-Q1-K1-B4 

BLASTX 

g417154 

545 

6.0e-56 

120 
89 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77 978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

219186 

LIB314 9-017-Q1-K1-B5 

BLASTX 

g3927825 

497 

2.0e-50 



30a26 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
81 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

219187 

LIB3149-017-Q1-K1-B8 

BLASTX 

g4512679 

234 

1.0e-19 

65 
72 

(AC006931) putative 60S ribosomal protein L11B [Arabidopsis 
thaliana] 





Seq. No. 


219188 




Seq. ID 


LIB3149-017-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


g3643607 




BLAST score 


222 




E value 


4.0e-18 


ffk 


Match length 


55 




% identity 


75 




NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana 




Seq. No. 


219189 




Seq. ID 


LIB314 9-017-Q1-K1-C1 




Method 


BLASTX 




NCBI GI 


g3927825 




BLAST score 


244 




E value 


8.0e-21 




Match length 


49 




% identity 


92 




NCBI Description 


(AC005727) putative dTDP-glucose 4-6-dehydratase 






[Arabidopsis thaliana] 




Seq. No. 


219190 




Seq. ID 


LIB314 9-017-Q1-K1-C12 




Method 


BLASTX 




NCBI GI 


gll73256 




BLAST score 


513 




E value 


3.0e-52 




Match length 


121 




% identity 


84 



NCBI Description 40S RIBOSOMAL PROTEIN S4 >gi_62 94 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882__ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 219191 

Seq. ID LIB3149-017-Q1-K1-C2 

Method BLASTX 

NCBI GI gl632831 

BLAST score 4 32 

E value 9.0e-43 

Match length 93 
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% identity 


92 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq. No. 


219192 


Seq. ID 


LIB3149-017-Q1-K1-C5 


Method 


BLASTX 




gz, yDjUi 


BLAST score 


219 


E value 


8.0e-26 


Match length 


91 


% identity 


65 


NCBI Description 


(X69187) beta tubulin 3 [Anemia phyllitidis] 


Seq. No. 


219193 


Seq. ID 


LIB314 9-017-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g461735 


BLAST score 


551 


E value 


7.0e-57 


Match length 


120 


% identity 


93 


NCBI Description 


MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 




>gi 478785 pir S29315 chaperonin 60 - cucurbi 




>gi_12544__emb_CAA50217_ (X70867) chaperonin 60 




sp. ] 



[Cucurbita 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



219194 

LIB314 9-017-Q1-K1-D1 

BLASTX 

g2258469 

526 

6.0e-54 

112 
86 

(AF009179) replication protein Al [Oryza sativa] 
219195 

LIB314 9-017-Q1-K1-D10 

BLASTX 

g3874228 

217 

1.0e-17 

139 

21 

(Z49909) cDNA EST CEMSF21F comes from this gene; cDNA EST 
EMBL:D73546 comes from this gene; cDNA EST EMBL:D73669 
comes from this gene; cDNA EST EMBL:D70979 comes from this 
gene; cDNA EST EMBL:D71075 comes from this gene; cDNA E 

219196 

LIB314 9-017-Q1-K1-D2 

BLASTN 

g2244991 

34 

1.0e-09 

106 
83 



30828 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



O G q • v* V • 


91 Q1 Q7 


Seq. ID 


LIB314 9-017-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


616 


E value 


2.0e-64 


Match length 


130 


% identity 


95 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


219198 


beq. ±u 


LiDjiy 3 Ul / ^1 J\l Ll 


Method 


BLASTX 


NCBI GI 


gl439609 


BLAST score 


205 


E value 


3.0e-16 


Match length 


53 


% identity 


74 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 




hirsutum] 


Seq. No. 


219199 


beq. iu 


T TR^1 AQ-D1 7-H1 -T^l — Fl 0 


Method 


BLASTX 


NCBI GI 


g3901012 


BLAST score 


682 


E value 


5.0e-72 


Match length 


139 


% identity 


83 


NCBI Description 


(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 




sylvatica] 


Seq. No. 


219200 


beq. iu 




Method 


BLASTX 


NCBI GI 


g2398829 


BLAST score 


493 


E value 


7.0e-50 


Match length 


125 


% identity 


47 


NCBI Description 


(Y11220) mitochondrial uncoupling protein [Solanum 




tuberosum] 


beq. no. 


z i yzui 


Seq. ID 


LIB314 9-017-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2662375 


BLAST score 


291 


E value 


3.0e-26 


Match length 


132 


% identity 


44 


NCBI Description 


(D89060) oligosaccharyltransferase [Homo sapiens] 


Seq. No. 


219202 



30829 



Seq. ID 


LIB3149-017-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


239 


TT tt a 1 no 
Hi valUc 


3 . Oe-20 


Match length 


62 


% identity 


74 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_embj:AA5504 




(X78213) 60s acidic ribosomal protein P2 [Parthenium 




argent at um] 


Seq. No. 


219203 


Seq. ID 


LIB314 9-017-Q1-K1-F1 


Method 


BLASTX 


IN *w SD L kj± 


rtA A fiR Qft A 


BLAST score 


174 


E value 


1.0e-12 


Match length 


139 


% identity 


35 


NCBI Description 


(AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


219204 


Seq. ID 


LIB314 9-017-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl362078 


BLAST score 


483 


E value 


L . US *± o 


Match length 


135 


% identity 


66 


NCBI Description 


endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone 




- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 




cellulase [Tropaeolum majus] 


Seq. No. 


219205 


Seq. ID 


LIB314 9-017-Q1-K1-G11 


Method 


BLASTX 




y j j u / 


BLAST score 


422 


E value 


1.0e-41 


Match length 


92 


% identity 


51 


NCBI Description 


(AC002328) F20N2.12 [Arabidopsis thaliana] 


Seq. No. 


219206 


Seq. ID 


LIB3149-017-Q1-K1-G6 


Method 


BLASTX 


KTPRT CT 


rrl 67^£7 

g± o / jo / 


BLAST score 


612 


E value 


6.0e-64 


Match length 


117 


% identity 


97 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


219207 


Seq. ID 


LIB314 9-017 -Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl67367 



30830 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

8.0e-ll 

66 
53 

(L08199) peroxidase [Gossypium hirsutum] 



219208 

LIB3149-017-Q1-K1-G9 

BLASTX 

gl076675 

170 

2.0e-26 

71 
79 

ubiquinol — cytochrome-c reductase 
protein - potato 



(EC 1.10.2.2) iron-sulfur 



219209 

LIB314 9-017-Q1-K1-H11 

BLASTN 

g3236234 

42 

2.0e-14 

90 
87 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

219210 

LIB314 9-017-Q1-K1-H7 

BLASTX 

g3201541 

524 

2.0e-53 

113 

85 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 
219211 

LIB314 9-017-Q1-K1-H9 

BLASTX 

g2760834 

496 

3.0e-50 

140 

72 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



219212 

LIB3149-018-Q1-K1-A1 

BLASTX 

g3080371 

428 

2.0e-42 

122 

63 



30831 



NCBI Description 



(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219213 

LIB314 9-018-Q1-K1-A11 

BLASTX 

g3702331 

221 

4.0e-18 

115 
47 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219214 

LIB314 9-018-Q1-K1-A12 

BLASTX 

g3600036 

267 

2.0e-23 

62 
87 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219215 

LIB314 9-018-Q1-K1-A6 

BLASTX 

g3617741 

440 

9.0e-44 

125 

67 

(AC005687) 
thaliana] 



L3 cytoplasmic ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219216 

LIB314 9-018-Q1-K1-A8 

BLASTX 

g2961372 

513 

3.0e-52 

101 

93 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb__CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219217 

LIB314 9-018-Q1-K1-B10 

BLASTX 

gl24224 

624 

3.0e-65 

121 

96 

INITIATION FACTOR 5A-1 



(EIF-5A) (EIF-4D) 



>gi__100345_pir S21060 translation initiation factor eIF-5A 



30832 



- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacuin] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219218 

LIB314 9-018-Q1-K1-B6 

BLASTX 

gl710546 

159 

3.0e-ll 

74 
47 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 (U47095) putative , 
ribosomal protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



018-Q1-K1-C2 



219219 

LIB3149- 

BLASTX 

gl35406 

429 

2.0e-42 
82 



TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M1718 9) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 


219220 


Seq. ID 


LIB3149-018-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g21098 


BLAST score 


47 


E value 


3.0e-17 


Match length 


71 


% identity 


92 


NCBI Description 


Tomato Ul small nuclear RNA gene Ul . 5 


Seq. No. 


219221 


Seq. ID 


LIB314 9-018-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g585963 


BLAST score 


264 


E value 


4.0e-23 


Match length 


69 


% identity 


78 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 


Seq. No. 


219222 


Seq. ID 


LIB314 9-018-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


651 


E value 


2.0e-68 


Match length 


138 


% identity 


91 


NCBI Description 


(X95905) 14-3-3 protein [Lycopersicon 



30833 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219223 

LIB314 9-018-Q1-K1-C9 

BLASTX 

gll70567 

673 

5.0e-71 

135 
96 

MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE (IPS ) 

>gi_1085960_pir S52648 INOl protein - 

>gi_602565_emb_CAA83565_ (Z32632) INOl 



Citrus paradisi 
[Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219224 

LIB314 9-018-Q1-K1-D2 

BLASTX 

g484656 

390 

8.0e-38 

139 

57 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_4 52165_dbj_BAA054 08_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

219225 

LIB314 9-018-Q1-K1-D4 

BLASTX 

g399046 

287 

8.0e-26 

73 

78 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) 

>gi_99657_pir S20867 adenine phosphoribosyltransf erase 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb__CAA414 97_ 
(X58 640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219226 

LIB314 9-018-Q1-K1-D9 

BLASTX 

g4006827 

515 

2.0e-52 

132 
72 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219227 

LIB314 9-018-Q1-K1-E11 

BLASTX 

gl620982 

257 

3.0e-22 

54 



30834 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(Y08860) 40S ribosomal protein S5 [Nicotiana 
plumbaginifolia] 

219228 

LIB314 9-018-Q1-K1-E2 

BLASTX 

gl843527 

614 

4.0e-64 

122 

51 

(U73747) annexin [Gossypium hirsutum] 
219229 

LIB3149-018-Q1-K1-E3 

BLASTX 

gl899175 

467 

7.0e-47 

106 
56 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 

219230 

LIB314 9-018-Q1-K1-E5 

BLASTX 

g3747111 

180 

3.0e-13 

72 
51 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
219231 

LIB3149-018-Q1-K1-E9 

BLASTX 

gl705678 

238 

5.0e-20 

55 

89 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

219232 

LIB3149-018-Q1-K1-F1 

BLASTN 

g56539 

103 

1.0e-50 

396 
99 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 



30835 



exon v and flanks 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219233 

LIB3149-018-Q1-K1-F10 

BLASTX 

g266945 

543 

9.0e-56 

124 

87 

60S RIBOSOMAL PROTEIN L9 ( GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_JL00065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb__CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi__1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 


219234 


Seq. ID 


LIB314 9-018-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2146734 


BLAST score 


171 


E value 


4.0e-12 


Match length 


68 


% identity 


47 


NCBI Description 


GAST1 protein homolog (clone GASA4) - Arab. 


Seq. No. 


219235 


Seq. ID 


LIB3149-018-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


424 


E value 


8.0e-42 


Match length 


106 


% identity 


76 


NCBI Description 


(AF093540) ribosomal protein L26 [Zea mays 


Seq. No. 


219236 


Seq. ID 


LIB314 9-018-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl20668 


BLAST score 


457 


E value 


9.0e-46 


Match length 


119 


% identity 


79 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



Arabidopsis thaliana 



CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi__167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



219237 

LIB314 9-018-Q1-K1-F5 

BLASTX 

g2500354 

677 



30836 



E value 
Match length 
% identity 
NCBI Description 



2.0e-71 

137 
93 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_19028 94_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219238 

LIB3149-018-Q1-K1-F6 

BLASTX 

g2764941 

398 

9.0e-39 

94 
71 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 


219239 


Seq. ID 


LIB3149-018 


Method 


BLASTX 


NCBI GI 


g3582339 


BLAST score 


451 


E value 


6.0e-45 


Match length 


112 


% identity 


72 


NCBI Description 


(AC005496) 


Seq. No. 


219240 


Seq. ID 


LIB3149-018 


Method 


BLASTX 


NCBI GI 


gll70508 


BLAST score 


513 


E value 


3.0e-52 


Match length 


102 


% identity 


98 


NCBI Description 


EUKARYOTIC 



■Q1-K1-F7 



>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219241 

LIB314 9-018-Q1-K1-G12 

BLASTX 

gl709970 

439 

1.0e-43 

120 
73 

60S RIBOSOMAL PROTEIN L10A 



Seq. No. 
Seq. ID 
Method 



219242 

LIB314 9-018-Q1-K1-G3 
BLASTX 



30837 



NCBI GI 


g434759 


BLiAo i score 


QUO 


E value 


2.0e-63 


Match length 


139 


% identity 


79 


NCBI Description 


(D21163) similar to human € 




[Homo sapiens] 


Seq. No. 


219243 


Seq. ID 


LIB314 9-018-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gi / u y y 1 u 


BLAST score 


449 


E value 


9.0e-45 


Match length 


121 


% identity 


74 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


219244 


Seq. ID 


LIB314 9-018-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3157934 


BLAST score 


350 


E value 


4.0e-33 


Match length 


82 


% identity 


82 


NCBI Description 


(AC002131) Similar to hypol 



2 mRNA (HSEF2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_U37429 from C. elegans. ESTs gb_T42019 and gb_N97000 
come from this gene. [Arabidopsis thaliana] 

219245 

LIB314 9-018-Q1-K1-H11 

BLASTX 

g2407800 

334 

3.0e-31 

73 
90 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
219246 

LIB314 9-018-Q1-K1-H12 

BLASTX 

g559005 

347 

9.0e-33 

90 

72 

(U15933) ascorbate peroxidase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



219247 

LIB314 9-018-Q1-K1-H2 

BLASTX 

g2677830 

407 

8.0e-40 

106 



30838 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(U93168) ribosomal protein L12 [Prunus armeniaca] 
219248 

LIB3149-018-Q1-K1-H3 

BLASTX 

g2924520 

556 

2.0e-57 

121 

85 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

219249 

LIB3149-018-Q1-K1-H4 

BLASTX 

g297381 

221 

6.0e-18 

62 
65 

(X67421) extA [Arabidopsis thaliana] 
219250 

LIB314 9-019-Q1-K1-A1 

BLASTX 

g3098571 

224 

2.0e-18 

117 
40 

(AF04 9028) BURP domain containing protein [Brassica napus] 
219251 

LIB314 9-019-Q1-K1-A10 

BLASTX 

g4006932 

160 

7.0e-ll 

117 
38 

(AJ011400) NADH: ubiquinone oxidoreductase bl7.2 subunit 
[Bos taurus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219252 

LIB314 9-019-Q1-K1-A12 

BLASTX 

g3643610 

151 

2.0e-10 

33 

82 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



219253 



30839 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-019-Q1-K1-A3 

BLASTX 

g2384758 

656 

5.0e-69 

132 

94 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219254 

LIB314 9-019-Q1-K1-A7 

BLASTX 

g2995943 

148 

1.0e-09 

74 
49 

(AF053560) cytochrome c oxidase subunit Vb precursor 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219255 

LIB314 9-019-Q1-K1-B10 

BLASTX 

g3212610 

130 

8.0e-16 

96 

51 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_JLSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219256 

LIB314 9-019-Q1-K1-B3 

BLASTX 

g231683 

585 

1.0e-60 

137 

75 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

219257 

LIB314 9-019-Q1-K1-B6 

BLASTX 

g4185131 

272 

5.0e-24 

134 

51 

(AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 



30840 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219258 

LIB314 9-019-Q1-K1-B8 

BLASTX 

g4522012 

484 

8.0e-4 9 

131 

67 

(AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219259 

LIB3149-019-Q1-K1-B9 

BLASTX 

g3694872 

515 

2.0e-52 

120 
81 

(AF092547) profilin [Ricinus communis] 
219260 

LIB314 9-019-Q1-K1-C5 

BLASTX 

g2209091 

159 

7.0e-16 

68 
42 

(AF003089) ubiquitin [Tetrahymena vorax] 
219261 

LIB314 9-019-Q1-K1-C8 

BLASTX 

g3885884 

583 

2.0e-60 

115 

92 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
219262 

LIB314 9-019-Q1-K1-C9 

BLASTX 

g 4454466 

192 

1.0e-14 

48 
69 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219263 

LIB3149-019-Q1-K1-D11 

BLASTX 

gl362051 

172 

5.0e-17 
114 



30841 



# 



% identity 48 

NCBI Description protein kinase 3 - soybean >gi_310582 (L19361) protein 
kinase 3 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219264 

LIB3149-019-Q1-K1-D4 

BLASTX 

g2244734 

704 

1.0e-74 

138 
99 

(D88414) actin [Gossypium hirsutum] 
219265 

LIB3149-019-Q1-K1-D5 

BLASTX 

g2244734 

305 

5.0e-28 

104 

62 

(D88414) actin [Gossypium hirsutum] 
219266 

LIB314 9-019-Q1-K1-D8 

BLASTX 

gl00294 

164 

2.0e-ll 

43 
36 

ribonucleoprotein B, 29K - wood tobacco 

>gi_14135__emb_CAA43428_ (X61114) 29kD B ribonucleoprotein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219267 

LIB314 9-019-Q1-K1-D9 

BLASTX 

gl052973 

258 

2.0e-22 

64 
81 

(U37838) fructokinase [Beta vulgaris] 
219268 

LIB3149-019-Q1-K1-E10 

BLASTX 

g4164161 

567 

1.0e-58 

133 
80 

(AB015497) ethylene response sensor [Passiflora edulis] 



Seq. No. 



219269 



30842 



Serq. ID 


LIB314 9-019-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2146732 




431 


E value 


l.Oe-42 


Match length 


131 


% identity 


33 


NCBI Description 


FK506-binding protein - Arabidopsis thaliana >gi_ 




(U57838) rofl [Arabidopsis thaliana] 


Seq. No. 


219270 


Seq. ID 


LIB314 9-019-Q1-K1-E2 


Method 


BLASTX 


l\ O -L \J± 


rrl 881 S85 


BLAST score 


199 


E value 


2.0e-15 


Match length 


64 


% identity 


62 


NCBI Description 


(U7248 9) remorin [Solanum tuberosum] 


Seq. No. 


219271 


Seq. ID 


LIB3149-019-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2500376 


.D±jH.O 1 bCOIc 




E value 


7.0e-37 


Match length 


92 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L34 >gi 4262177_gb_AAD144 94 




(AC005508) 23552 [Arabidopsis thaliana] 


Seq. No. 


219272 


Seq. ID 


LIB314 9-019-Q1-K1-E6 


Method 


BLASTX 




nlOA 7 1 1 1 


BLAST score 


228 


E value 


7.0e-19 


Match length 


49 


% identity 


88 


NCBI Description 


(AF058919) No definition line found [Arabidopsis 


Seq. No. 


219273 


Seq. ID 


LIB3149-019-Q1-K1-E9 


Method 


BLASTX 






BLAST score 


430 


E value 


l.Oe-42 


Match length 


125 


% identity 


71 


NCBI Description 


(AL030978) histone H2A- like protein [Arabidopsis 


Seq. No. 


219274 


Seq. ID 


LIB314 9-019-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3668097 


BLAST score 


447 


E value 


2.0e-44 



30843 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 
82 

(AC004667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

219275 

LIB3149-019-Q1-K1-F3 

BLASTN 

g4336139 

35 

3.0e-10 

87 
85 

Arabidopsis thaliana serine/threonine protein phosphatase 
2A 65 kDa A regulatory subunit alpha isoform gene, promoter 
region 

219276 

LIB314 9-019-Q1-K1-F6 

BLASTX 

g3024122 

26a 

8.0e-23 

79 
72 

S - ADENOS YLMETHI ONI NE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 





Seq. No. 


219277 




Seq. ID 


LIB314 9-019-Q1-K1-F9 




Method 


BLASTX 




NCBI GI 


g3785978 




BLAST score 


455 




E value 


2.0e-45 




Match length 


106 




% identity 


75 




NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 




Seq. No. 


219278 " 




Seq. ID 


LIB3149-019-Q1-K1-G10 




Method 


BLASTX 




NCBI GI 


g4185515 




BLAST score 


427 




E value 


3.0e-42 




Match length 


100 




% identity 


78 




NCBI Description 


(AF102824) actin depolymerizing factor 6 [Arabidopsis 



thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



219279 

LIB314 9-019-Q1-K1-G12 

BLASTX 

g548852 

149 

9.0e-10 

32 



30844 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S R1B0S0MAL PROTEIN S21 >gi_481227__pir S38357 ribosomal 

protein S21 - rice >gi_303839_db j_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

219280 

LIB3149-019-Q1-K1-G3 

BLASTX 

gl69459 

247 

5.0e-21 

96 
51 

(M18538) pop3 peptide [Populus balsamif era subsp. 
trichocarpa X Populus deltoides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219281 

LIB3149-019-Q1-K1-G4 

BLASTX 

g2146746 

473 

7.0e-48 

90 
97 

protein kinase (EC 2, 



7.1.-) - Arabidopsis thaliana 



>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 
219282 

LIB314 9-019-Q1-K1-G6 

BLASTX 

g3297819 

437 

2.0e-43 

111 
76 

(AL031032) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219283 

LIB314 9-019-Q1-K1-G7 

BLASTX 

g2656017 

179 

4.0e-13 

54 
61 

(Z 992 92) vacuolar atp synthase subunit a 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



219284 

LIB3149-019-Q1-K1-H12 

BLASTX 

g3024127 

548 

2.0e-56 

108 

96 



30845 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 


219285 


Seq. ID 


LIB3149-019-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


150 


E value 


1.0e-09 


Match length 


135 


% identity 


30 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


219286 


Seq. ID 


LIB3149-019-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl015315 


BLAST score 


44 


E value 


1.0e-15 


Match length 


76 


% identity 


89^ 


NCBI Description 


Pisum sativum (clone PsRCI35-2) ribosomal 


complete cds 


Seq. No. 


219287 


Seq. ID 


LIB3149-020-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2496731 


BLAST score 


255 


E value 


3.0e-28 


Match length 


113 


% identity 


58 


NCBI Description 


HYPOTHETICAL 30.2 KD PROTEIN Y40V >gi_218 


Y4oV [Rhizobium sp. NGR234] 


Seq. No. 


219288 


Seq. ID 


LIB3149-020-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


260 


E value 


1.0e-144 


Match length 


320 



% identity 

NCBI Description 



95 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219289 

LIB314 9-020-Q1-K1-A4 

BLASTX 

g!22007 

332 

5.0e-31 

90 

74 

HISTONE H2A >gi_100161_pir_ 



S11498 histone H2A - parsley 



30846 



>gi_204 48_ernb_CAA37828_ (X53831) 
- 149) [Petroselinum crispum] 



H2A histone protein (AA 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219290 

LIB314 9-020-Q1-K1-A8 

BLASTX 

gl076740 

116 

3.0e-13 

106 
36 

chitinase (EC 3.2.1.14) - rice >gi_4 07472_emb_CAA40107_ 
(X56787) chitinase [Oryza sativa] >gi_500616_dbj_BAA03750_ 
(D16222) endochitinase [Oryza sativa] 
>gi_742301_prf 2009354A chitinase [Oryza sativa] 

219291 

LIB314 9-020-Q1-K1-A9 

BLASTX 

g4335750 

252 

1.0e-21 

75 

56 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219292 

LIB314 9-020-Q1-K1-B1 

BLASTX 

g730526 

526 

8.0e-54 

117 

82 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_4 80787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404 1 6 6_emb_CAA5 3 0 0 5_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219293 

LIB314 9-020-Q1-K1-B10 

BLASTX 

g2665890 

297 

6.0e-27 

73 

77 

(AF035944) 
ananassa] 



calcium-dependent protein kinase [Fragaria x 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219294 

LIB3149-020-Q1-K1-B12 

BLASTX 

g3873807 

145 

4.0e-09 



30847 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
40 

(Z49907) B0491.1 [Caenorhabditis elegans] 
219295 

LIB314 9-020-Q1-K1-B7 

BLAST X 

g730526 

329 

7.0e-31 

105 

65 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 0416 6_emb_CAA5 300 5_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

219296 

LIB314 9-020-Q1-K1-C1 

BLASTX 

g730449 

582 

2.0e-60 

122 
86 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_48064 7_pir S37132 ribosomal protein L13.A - rape 

>gi_398918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

219297 

LIB314 9-020-Q1-K1-C11 

BLASTX 

g3236242 

438 

2.0e-43 

111 

79 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219298 

LIB314 9-020-Q1-K1-C12 

BLASTX 

g3860319 

630 

6.0e-66 

136 
90 

(AJ012686) nucleolar protein [Cicer arietinum] 
219299 

LIB314 9-020-Q1-K1-C3 

BLASTX 

g3241945 

237 

3.0e-20 



30848 



Match length 

% -identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
50 

(AC004625) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219300 

LIB314 9-020-Q1-K1-C7 

BLASTX 

gll3217 

111 

5.0e-09 

43 
59 

ACTIN 1 >gi_10014 9_pir_ 



S07002 actin 1 - carrot 



219301 

LIB314 9-020-Q1-K1-D10 

BLASTX 

g2462746 

271 

6.0e-24 

73 

70 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

219302 

LIB314 9-020-Q1-K1-D5 

BLASTX 

g2499945 

386 

2.0e-37 

97 
76 

URIDINE 5 ' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOS PHORIBOS YLTRANS FERASE AND OROTIDINE 5 T -PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 T -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_44 3818_emb_CAA50 68 6_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

219303 

LIB314 9-020-Q1-K1-E1 

BLASTX 

gl67367 

708 

4.0e-75 

137 

98 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219304 

LIB314 9-020-Q1-K1-E10 

BLASTX 

g730526 

562 

5.0e-58 



30849 



Match length 

% identity 

NCBI Description 



116 

88 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166__emb_CAA53005__ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 


219305 


Seq. ID 


LIB314 9-020-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g!657449 


BLAST score 


34 


E value 


1.0e-09 


Match length 


42 


-6 identity 


o 
0 


NCBI Description 


Plasmodium falciparum merozoite surface prot 




gene, partial cds 


Seq. No. 


219306 


Seq. ID 


LIB314 9-020-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


559 


E value 


9.0e-58 


Match length 


114 


% identity 


93 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine ] 


Seq. No. 


219307 


Seq. ID 


LIB3149-020-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl00535 


BLAST score 


148 


E value 


2.0e-09 


Match length 


42 


% identity 


69 


NCBI Description 


hypothetical protein - swollen duckweed 



2 (MSP-2) 



>gi_l 92905 7_emb_CAA3 2 2 3 6_ 
gibba] 



(X14075) longest ORF (1) [Lemna 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219308 

LIB314 9-020-Q1-K1-F1 

BLASTX 

g4006877 

350 

4.0e-33 

133 
37 

(Z99707) RNA-binding like protein [Arabidopsis thaliana] 
219309 

LIB314 9-020-Q1-K1-F12 

BLASTN 

g3449327 

51 

1.0e-19 

127 



- 30850 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

219310 

LIB314 9-020-Q1-K1-F6 

BLASTX 

g4454484 

266 

2.0e-23 

118 

53 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

219311 

LIB3149-020-Q1-K1-F9 

BLASTX 

g4454484 

556 

3.0e-57 

134 

81 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

219312 

LIB3149-020-Q1-K1-G1 

BLASTX 

g399937 

165 

2.0e-ll 

57 

51 

17.4 KD CLASS I HEAT SHOCK PROTEIN >gi_824 8 l_pir JS0710 

heat shock protein, low molecular weight - rice , 
>gi_218251_dbj_BAA02160_ (D12635) ' low molecular weight 
heat shock protein 1 [Oryza sativa] 

219313 

LIB3149-020-Q1-K1-G2 

BLASTX 

g3378491 

381 

9.0e-37 

135 

54 

(AJ007578) pRIB5 protein [Ribes nigrum] 
219314 

LIB314 9-020-Q1-K1-G6 

BLASTX 

gll4682 

298 

5.0e-27 

100 

64 



30851 



NCBI Description 



ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34} gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 



Seq. No. 


219315 


Seq. ID 


LIB3149-020- 


Method 


BLASTX 


NCBI GI 


g3150415 


BLAST score 


259 


E value 


1.0e-36 


Match length 


110 


% identity 


38 


NCBI Description 


(AC004165) ; 




>gi_3420046 




thaliana] 


Seq. No. 


219316 


Seq. ID 


LIB3149-020- 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


225 


E value 


2.0e-18 


Match length 


96 


% identity 


53 


NCBI Description 


(AC005882) 


Seq. No. 


219317 


Seq. ID 


LIB3149-020 


Method 


BLASTX 


NCBI GI 


g3309170 


BLAST score 


351 


E value 


3.0e-33 


Match length 


136 


% identity 


54 


NCBI Description 


(AF071314) < 


Seq. No. 


219318 


Seq. ID 


LIB3149-020 


Method 


BLASTX 


NCBI GI 


g3309170 


BLAST score 


351 


E value 


3.0e-33 


Match length 


136 


% identity 


54 


NCBI Description 


(AF071314) •■ 


Seq. No. 


219319 


Seq. ID 


LIB3149-020 


Method 


BLASTX 


NCBI GI 


g2271477 


BLAST score 


662 


E value 


1.0e-69 


Match length 


137 


% identity 


93 



secl3-related protein [Arabidopsis thaliana] 
(AC004680) secl3-related protein [Arabidopsis 



3063 [Arabidopsis thaliana] 



-K1-H2 



4 [Mus musculus] 



COP 9 complex subunit 4 [Mus musculus] 



30852 




NCBI Description (AF009631) AP47/50p [Arabidopsis thaliana] 



Seq. No. 


219320 


t n 

oeq . ± u 


.U X D O J. *± .7 UZ1 \JX. rvJ. ±\± 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


151 


E value 


8.0e-10 


Match length 


54 


% identity 


57 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 


Seq. No. 


219321 


Seq. ID 


LIB314 9-021-Q1-K1-A11 


Method 


DT 7\C rpv 

BLAb 1 A 


NCBI GI 


g3355465 


BLAST score 


612 


E value 


7.0e-64 


Match length 


138 


% identity 


83 


NCBI Description 


(AC004218) putative Ser/Thr protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


219322 


beq* lu 


J_il bo i 4 y — u i — — J\± — A 4 


Method 


BLASTX 


NCBI GI 


g2414570 


BLAST score 


295 


E value 


7.0e-27 


Match length 


83 


% identity 


63 


NCBI Description 


(299173) cysteine proteinase precursor [Nicotiana tabacuin] 


Seq. No. 


219323 


Seq. ID 


LIBJ14y-uzl-Ql-Kl-Ab 


Method 


BLASTX 


NCBI GI 


g585963 


BLAST score 


262 


E value 


8.0e-23 


Match length 


69 


% identity 


78 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


219324 


Seq. ID 


LIB3149-021-Q1-K1-A7 




D JLtAo 1 A 


NCBI GI 


g2351580 


BLAST score 


678 


E value 


1.0e-71 


Match length 


140 


% identity 


91 


NCBI Description 


(U82433) thymidine diphospho-glucose 4-6-dehydratase 




homolog [Prunus armeniaca] 


Seq. No. 


219325 


Seq. ID 


LIB314 9-021-Q1-K1-A8 


Method 


BLASTX 



30853 



fl 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70746 
491 

1.0e-49 

122 
75 

DESICCATION PROTECTANT PROTEIN LEA14 HOMOLOG >gi_472850 
(U08108) putative desiccation protectant protein, homolog 
of Leal4, GenBank Accession Number M88321 [Glycine max] 

219326 

LIB314 9-021-Q1-K1-B1 

BLASTX 

g2351580 

380 

1.0e-36 

118 
65 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 



Seq. No. 


219327 


Seq. ID 


LIB314 9-021-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3241945 


BLAST score 


327 


E value 


2.0e-30 


Match length 


121 


% identity 


51 


NCBI Description 


(AC004 625) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219328 


Seq. ID 


LIB3149-021-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 


228 


E value 


8.0e-19 


Match length 


132 


% identity 


40 


NCBI Description 


ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 



>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



219329 

LIB3149-021-Q1-K1-B5 

BLASTX 

g2708532 

397 

1.0e-38 

142 

37 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
219330 

LIB3149-021-Q1-K1-B6 

BLASTX 

g2708532 



30854 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286 

4.0e-30 

134 

36 

(AF02 9351) putative RNA binding protein [Nicotiana tabacum] 
219331 

LIB3149-021-Q1-K1-B8 

BLASTX 

g2129604 

376 

3.0e-36 

93 
81 

GTP-binding protein 1 - Arabidopsis thaliana 

>gi_2129607_pir S71584 GTP-binding protein ATBG1 - 

Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219332 

LIB314 9-021-Q1-K1-B9 

BLASTX 

g2582665 

330 

8.0e-31 

104 

63 

(Z82983) thi [Citrus sinensis] 



Seq. No. 


219333 


Seq. ID 


LIB314 9-021-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


364 


E value 


9.0e-35 


Match length 


131 


% identity 


52 


NCBI Description 


(AF004809) Ca+2-binding EF hand protein [Glycine 


Seq. No. 


219334 


Seq. ID 


LIB314 9-021-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


432 


E value 


9.0e-43 


Match length 


95 


% identity 


86 


NCBI Description 


(AF093540) ribosomal protein L26 [Zea mays] 



Seq. No. 219335 

Seq. ID LIB3149-021-Q1-K1-C8 

Method BLASTX 

NCBI GI g3747050 

BLAST score 392 

E value 4.0e-38 

Match length 92 

% identity 82 



30855 



NCBI Description (AF093540) ribosomal protein L26 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ' identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



219336 

LIB314 9-021-Q1-K1-D10 

BLASTX 

g3986695 

168 

2.0e-12 

51 

71 

(AF101423) ribosomal protein L12 [Cichorium intybus] 
219337 

LIB314 9-021-Q1-K1-D2 

BLASTX 

g2414624 

154 

9.0e-ll 
44 

66 

(Z99259) ATP synthase subunit [Schizosaccharomyces pombe] 
219338 

LIB314 9-021-Q1-K1-D3 

BLASTX 

gl408471 

521 

4.0e-53 

117 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

219339 

LIB314 9-021-Q1-K1-D4 

BLASTX 

gl754795 

699 

5.0e-74 

139 

89 

(U59477) omega-3 fatty acid desaturase [Perilla frutescens] 
219340 

LIB314 9-021-Q1-K1-D5 

BLASTX 

g585241 

237 

7.0e-20 

61 
77 

HISTONE HI >gi_62 9668_pir S45662 histone HI - tomato 

>gi_424100 (U03391) histone HI [Lycopersicon esculentum] 

219341 

LIB314 9-021-Q1-K1-D6 



30856 



Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


151 


E value 


3.0e-10 


Match length 


54 


% identity 


57 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrh. 


Seq. No. 


219342 


Seq. ID 


LIB314 9-021-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 




BLAST score 


345 


E value 


6.0e-34 


Match length 


134 


% identity 


55 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219343 


Seq. ID 


LIB3149-021-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3334320 


BLAST qrorp 


717 


E value 


4.0e-76 


Match length 


138 


% identity 


98 


NCBI De script-ion 


40S RIBOSOMAL PROTEIN SA (P40) >gi 2444420 (AF020553) 




ribosome-associated protein p40 [Glycine max] 


Seq. No. 


219344 


Seq. ID 


LIB314 9-021-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


550 


E value 


1.0e-56 


Match length 


117 


% identity 


92 


NCBI Description 


(U93168) ribosomal protein L12 [Prunus armeniaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219345 

LIB314 9-021-Q1-K1-E1 

BLASTX 

g2541876 

275 

2.0e-24 
108 
46 

(D26015 
[Nicoti 



) CND4 1, chloroplast nucleoid DNA binding protein 
ana tabacum] 



219346 

LIB314 9-021-Q1-K1-E10 

BLASTX 

g4220481 

543 

9.0e-56 

133 



30857 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC006069) unknown protein [Arabidopsis thaliana] 
219347 

LIB314 9-021-Q1-K1-E11 

BLASTX 

g!718097 

214 

3.0e-17 

85 
46 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi_62 604 8_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219348 

LIB314 9-021-Q1-K1-E2 

BLASTX 

gl747310 

371 

6.0e-36 

86 
84 

(D58 424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219349 

LIB314 9-021-Q1-K1-E4 

BLASTX 

g3036796 

216 

2.0e-17 
47 

85 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL03198 6) putative protein 
[Arabidopsis thaliana] 

219350 

LIB314 9-021-Q1-K1-E6 

BLASTX 

gll43427 

660 

2.0e-69 

137 
94 

(X73961) heat shock protein 70 [Cucumis sativus] 
219351 

LIB314 9-021-Q1-K1-E7 

BLASTX 

gl871577 

305 

7.0e-28 
107 



30858 



% identity 


54 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago 


Seq. No. 


219352 


Seq. ID 


LIB314 9-021-Q1-K1-F11 


Method 


BLASTX 




g4 do yo 34 


BLAST score 


516 


E value 


1.0e-52 


Match length 


123 


% identity 


70 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219353 


Seq. ID 


LIB314 9-021-Q1-K1-F2 


Method 


BLASTX 




g^ZU'iZO-L 


BLAST score 


239 


E value 


4.0e-20 


Match length 


72 


% identity 


65 


NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thali 


Seq. No. 


219354 


Seq. ID 


LIB3149-021-Q1-K1-F3 


Method 


BLASTX 


NCBI bl 


g4 4 oooo y 


BLAST score 


453 


E value 


3.0e-45 


Match length 


118 


% identity 


78 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


219355 


Seq. ID 


LIB314 9-021-Q1-K1-F4 


Method 


BLASTX 




«0 O O C O A -I 
gO JJJj'ii 


BLAST score 


144 


E value 


5.0e-09 


Match length 


88 


% identity 


44 


NCBI Description 


(AC004512) T8F5.10 [Arabidopsis thaliana] 


Seq. No. 


219356 


Seq. ID 


LIB314 9-021-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


goooU24 / 


BLAST score 


610 


E value 


1.0e-63 


Match length 


129 


% identity 


89 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219357 


Seq. ID 


LIB314 9-021-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g!199772 



30859 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

3.0e-15 

43 
88 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj__BAA11855_ (D83227) extensin like protein 
[Populus nigra] 



Seq. No. 


219358 


Seq. ID 


LIB3149-021-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl8483 


BLAST score 


50 


E value 


4 .Oe-19 


Match length 


166 


% identity 


87 


NCBI Description 


Cotton mRNA for cottonseed catalase subunit 1 (EC 1.11.: 


Seq. No. 


219359 


Seq. ID 


LIB314 9-021-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3319432 


BLAST score 


261 


E value 


1.0e-22 


Match length 


103 


% identity 


54 


NCBI Description 


(AF077534) similar to the proteasome regulatory subunit 




[Caenorhabditis elegans] 


Seq. No. 


219360 


Seq. ID 


LIB314 9-021-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2262173 


BLAST score 


608 


E value 


2.0e-63 


Match length 


135 


% identity 


88 


NCBI Description 


(AC002329) NADPH thioredoxin reductase [Arabidopsis 




thaliana] 


Seq. No. 


219361 


Seq. ID 


LIB314 9-021-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


187 


E value 


4 .Oe-14 


Match length 


35 


% identity 


94 


NCBI Description 


(X99853) oxoglutarate malate translocator [Solanum 




tuberosum] 


Seq. No. 


219362 


Seq. ID 


LIB314 9-022-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


432 


E value 


6.0e-43 



1.6) 



30860 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



108 
80 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

219363 

LIB314 9-022-Q1-K1-A2 

BLASTX 

gll74621 

322 

7.0e-30 

131 

47 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA8 5521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 

219364 

LIB314 9-022-Q1-K1-A3 

BLASTX 

gl66867 

188 

1.0e-21 

93 

59 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

219365 

LIB314 9-022-Q1-K1-A5 

BLASTX 

gl703108 

508 

1.0e-51 

95 
98 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

219366 

LIB314 9-022-Q1-K1-A7 

BLASTX 

g4417280 

150 

8.0e-10 

45 
71 

(AC007019) putative ATP synthase [Arabidopsis thaliana], 
219367 

LIB314 9-022-Q1-K1-B1 
BLASTX 



30861 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4417280 
215 

3.0e-17 

52 

81 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
219368 

LIB3149-022-Q1-K1-B11 

BLASTX 

gl498053 

374 

5.0e-36 

103 

71 

(U64436) ribosomal protein S8 [Zea mays] 
219369 

LIB314 9-022-Q1-K1-B12 

BLASTX 

g3687235 

189 

3.0e-14 

80 
51 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

219370 

LIB314 9-022-Q1-K1-B3 

BLASTX 

g625977 

143 

2.0e-09 

51 

61 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219371 

LIB314 9-022-Q1-K1-B6 

BLASTX 

g2160322 

190 

7.0e-16 

68 
66 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

219372 

LIB314 9-022-Q1-K1-B7 

BLASTX 

g3193316 

360 

3.0e-34 



30862 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 

219373 

LIB314 9-022-Q1-K1-B8 

BLASTX 

g3193316 

292 

2.0e-26 

78 
76 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



219374 

LIB3149-022-Q1-K1-C12 

BLASTX 

gl33088 

410 

4.0e-40 

136 

66 

SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_100377_pir S21061 ribosomal protein L12.1 precursor, 

chloroplast - common tobacco >gi_280406_pir S21062 

ribosomal protein L12.1a precursor, chloroplast - common 
tobacco >gi_20018_emb_CAA44214_ (X62339) ribosomal protein 
L12-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219375 

LIB3149-022-Q1-K1-C2 

BLASTX 

g2829899 

193 

9.0e-15 

84 
45 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp~X91961_1107495 [Arabidopsis thaliana] 

219376 

LIB3149-022-Q1-K1-C4 

BLASTX 

g3819164 

180 

3.0e-13 

63 
65 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 
Seq. ID 
Method 



219377 

LIB314 9-022-Q1-K1-C7 
BLASTX 



30863 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3201613 
415 

9.0e-41 

138 
63 

(AC004 669) glutathione S-transf erase [Arabidopsis thaliana] 
219378 

LIB3149-022-Q1-K1-D10 

BLASTN 

gll97518 

36 

3.0e-ll 

52 

92 

N.pseudonarcissus mRNA for histone H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219379 

LIB3149-022-Q1-K1-D11 

BLASTX 

g2281101 

150 

4 .0e-10 

66 
48 

(AC002333) 
thaliana] 



LecRKl protein kinase isolog [Arabidopsis 



Seq. No. 219380 

Seq. ID LIB3149-022-Q1-K1-D12 

Method BLASTX 

NCBI GI g541818 

BLAST score 185 

E value 9.0e-20 

Match length 125 

% identity 35 

NCBI Description protein kinase - common ice plant (fragment) . 

>gi_457693__emb_CAA82994_ (Z30333) protein kinase 
[Mesembryanthemum crystallinum] 

Seq. No. 219381 

Seq. ID LIB3149-022-Q1-K1-D3 

Method BLASTX 

NCBI GI g2529663 

BLAST score 168 

E value 9.0e-12 

Match length 110 

% identity 37 t 

NCBI Description (AC002535) putative lysophospholipase [Arabidopsis 

thaliana] >gi_3738277 (AC005309) putative lysophospholipase 

[Arabidopsis thaliana] 



Seq. No. 219382 

Seq. ID LIB3149-022-Q1-K1-D5 

Method BLASTX 

NCBI GI gl!73187 

BLAST score 663 



30864 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-70 

133 

96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosoraal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

219383 

LIB3149-022-Q1-K1-D7 

BLASTX 

g3386615 

691 

4.0e-73 
147 
87 

(AC004665) 
thaliana] 



putative phosphomannomutase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219384 

LIB3149-022-Q1-K1-D8 

BLASTX 

g267082 

741 

6.0e-79 

146 

97 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

219385 

LIB314 9-022-Q1-K1-E10 

BLAST N 

gl654276 

156 

2.0e-82 
156 
100 

Gossypium australe 5 
transcribed spacer 1 



8S ribosomal RNA gene and internal 
and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 



219386 

LIB314 9-022-Q1-K1-E3 

BLASTX 

gl708314 

187 

3. 0e-18 

103 

55 

HEAT SHOCK PROTEIN 83 >gi_169296 (M99431) heat shock 

protein 83 [Pharbitis nil] >gi__4 45625_prf 1909372A heat 

shock protein 83 [Ipomoea nil] 

219387 

LIB314 9-022-Q1-K1-E4 
BLASTX 



30865 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl495366 
255 

4.0e-22 
92 

(Z69370) nitrite transporter [Cucumis sativus] 
219388 

LIB3149-022-Q1-K1-E8 

BLASTX 

g4138265 

478 

4.0e-48 

136 

71 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219389 

LIB314 9-022-Q1-K1-F1 

BLASTX 

g4538993 

483 

1.0e-48 

110 

82 

(AL04 9481) putative host response protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219390 

LIB314 9-022-Q1-K1-F12 

BLASTX 

g4262232 

201 

6.0e-16 

50 
74 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219391 

LIB3149-022-Q1-K1-F3 

BLASTX 

g3184283 

514 

3.0e-54 

143 

77 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219392 

LIB314 9-022-Q1-K1-F4 

BLASTX 

g3236242 

213 

4.0e-17 



30866 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
86 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

219393 

LIB3149-022-Q1-K1-F6 

BLASTX 

g2829900 

184 

1.0e-13 

128 
30 

(AC002311) similar to ripening-induced protein, 
gp AJ001449_2465015 and major latex protein, 
gp~X91961_1107495 [Arabidopsis thaliana] 

219394 

LIB314 9-022-Q1-K1-F8 

BLASTX 

g3643602 

674 

4.0e-71 

145 
88 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 


219395 


Seq. ID 


LIB314 9-022-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2459418 


BLAST score 


256 


E value 


3.0e-22 


Match length 


94 


% identity 


59 


NCBI Description 


(AC002332) hypothetical 


Seq. No. 


219396 


Seq. ID 


LIB314 9-022-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl703380 


BLAST score 


363 


E value 


9.0e-35 


Match length 


71 


% identity 


97 


NCBI Description 


ADP-RIBOSYLATION FACTOR 




ADP-ribosylation factor 


Seq. No. 


219397 


Seq. ID 


LIB314 9-022-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2760334 


BLAST score 


402 


E value 


3.0e-39 


Match length 


85 


% identity 


82 



(D17760) 



30867 



NCBI Description (AC002130) F1N21.5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219398 

LIB3149-022-Q1-K1-G12 

BLASTX 

g2493052 

322 

7.0e-30 

68 
8 2 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi__1655486_dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

219399 

LIB314 9-022-Q1-K1-G3 

BLASTX 

gll72995 

244 

1.0e-20 

96 
55 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

219400 

LIB314 9-022-Q1-K1-G4 

BLASTX 

g974782 

221 

5.0e-18 

66 
57 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219401 

LIB314 9-022-Q1-K1-G5 

BLASTX 

g82512 

198 

3.0e-15 

40 
36 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219402 

LIB314 9-022-Q1-K1-G6 

BLASTX 

g2764941 

407 

9.0e-40 
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Match length 

% identity 

NCBI Description 



106 
69 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219403 

LIB314 9-022-Q1-K1-H8 

BLASTX 

gl23650 

299 

2.0e-27 

88 
70 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 



Seq. No. 


219404 


Seq. ID 


LIB314 9-023-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2129889 


BLAST score 


299 


E value 


1.0e-31 


Match length 


90 


% identity 


80 


NCBI Description 


methionine adenosyltransf erase 


Seq. No. 


219405 


Seq. ID 


LIB314 9-023-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2160182 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


59 


% identity 


54 


NCBI Description 


(AC000132) ESTs gb ATTS1236,gb 



(EC 2.5.1.6) 2 - garden pea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



come from this gene. [Arabidopsis thaliana] 
219406 

LIB314 9-023-Q1-K1-A7 

BLASTX 

gl36739 

253 

2.0e-22 

67 

70 

UTP — GLUCOSE- 1- PHOSPHATE URIDYL YLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061j?ir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA0057 0_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

219407 

LIB314 9-023-Q1-K1-B2 
BLASTN 



30869 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2570118 
49 

1.0e-18 

81 
90 

S.latifolia mRNA, clone CCLS 
219408 

LIB314 9-023-Q1-K1-B4 

BLASTX 

g2160182 

145 

3.0e-09 

59 
49 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

219409 

LIB3149-023-Q1-K1-B7 

BLASTX 

g585973 

324 

3.0e-30 

82 
8 2 

FRUCTOKINASE >gi_62 6018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA7 8283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 

219410 

LIB314 9-023-Q1-K1-B8 

BLASTX 

g3874563 

201 

1.0e-15 

110 

39 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5.5 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825__emb_CAB05549_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl.5 
comes from this gene; cDNA 

219411 

LIB314 9-023-Q1-K1-C1 

BLASTX 

g4539543 

364 

4.0e-35 

91 

80 
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NCBI Description (AJ133422) glyceraldehyde-3-phosphate dehydrogenase 

[Nicotiana tabacum] 



Seq. No. 219412 

Seq. ID LIB3149-023-Q1-K1-C12 

Method BLASTX 

NCBI GI gll70567 

BLAST score 343 

E value 1.0e-32 

Match length 84 

% identity 83 

NCBI Description MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE (IPS) 

>gi 1085960_pir S52648 IN01 protein - Citrus paradisi 

>gi~602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradi 

Seq. No. 219413 

Seq. ID LIB3149-023-Q1-K1-C5 

Method BLASTX 

NCBI GI gl212921 

BLAST score 353 

E value 8.0e-34 

Match length 91 

% identity 75 

NCBI Description (X95953) aquaporin [Helianthus annuus] 

Seq. No. 219414 

Seq. ID LIB3149-023-Q1-K1-D10 

Method BLASTX 

NCBI GI g3894387 

BLAST score 218 

E value 1.0e-17 

Match length 129 

% identity 4 

NCBI Description (AF053995) Hcr2-0B [Lycopersicon esculentum] 

Seq. No. 219415 

Seq. ID LIB3149-023-Q1-K1-D11 

Method BLASTX 

NCBI GI g445612 

BLAST score 263 

E value 6.0e-23 

Match length 54 

% identity 94 

NCBI Description ribosomal protein S19 [Solanum tuberosum] 

Seq. No. 219416 

Seq. ID - LIB3149-023-Q1-K1-D4 

Method BLASTX 

NCBI GI g4388728 

BLAST score 251 

E value 2.0e-21 

Match length 82 

% identity 60 

NCBI Description (AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 

Seq. No. 219417 



30871 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-023-Q1-K1-D6 

BLASTX 

g2739046 

353 

2.0e-33 

99 

64 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219418 

LIB314 9-023-Q1-K1-E10 

BLASTX 

gll81589 

344 

1.0e-32 

83 
75 

(D83070) high mobility group protein [Canavalia gladiata] 
>gi_1483173_dbj_BAA13133_ (D86594) high mobility group 
protein [Canavalia gladiata] 

219419 

LIB314 9-023-Q1-K1-E3 

BLASTX 

g3717946 

292 

3.0e-26 

110 

57 

(AJ005901) vagi [Arabidopsis thaliana] 
219420 

LIB314 9-023-Q1-K1-F4 

BLASTX 

g2494261 

543 

7.0e-56 

114 

92 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903jpir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_1877 6_emb__CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi_4 48 921_prf 1918220A 

elongation factor Tu [Glycine max] 

219421 

LIB314 9-023-Q1-K1-F6 

BLASTX 

g4105697 

425 

4.0e-42 

99 

75 

(AF049870) thaumatin-like' protein [Arabidopsis thaliana] 



Seq. No. 



219422 



30872 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-023-Q1-K1-F9 

BLAST X 

g3894190 

302 

2.0e-27 

82 
68 

(AC005662) putative RNA polymerase [Arabidopsis thaliana] 
219423 

LIB314 9-023-Q1-K1-G10 

BLASTX 

g4039152 

178 

6.0e-13 

38 
87 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb_AAD17 303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219424 

LIB3149-023-Q1-K1-G5 

BLASTX 

gl36208'6 

366 

2.0e-35 

87 

80 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



219425 

LIB314 9-023-Q1-K1-G6 

BLASTX 

g2130109 

248 

2.0e-21 

103 
47 

porin VDAC3 - wheat >gi_558652_emb_CAA57 64 6__ (X82148) 
Voltage dependent anion channel (VDAC) [Triticum aestivum] 

219426 

LIB314 9-023-Q1-K1-G8 

BLASTX 

g2832685 

389 

8.0e-38 

116 

69 

(AL021712) putative protein [Arabidopsis thaliana] 



30873 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219427 

LIB314 9-023-Q1-K1-G9 

BLASTX 

g3182981 

567 

1.0e-58 

121 

83 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219428 

LIB314 9-023-Q1-K1-H1 

BLASTX 

g549063 

329 

3.0e-31 

104 
65 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

219429 

LIB3149-023-Q1-K1-H11 

BLASTX 

gll68191 

596 

6.0e-62 

127 
92 

14-3-3-LIKE PROTEIN 4 (PBLT4) >gi_136208 9_pir S57272 

14-3-3 brain protein homolog (clone pBLT4 ) - tomato 
>gi_466336 (L29150) 14-3-3 protein homologue [Solanum 

lycopersicum] >gi_1090847_prf 2019487B 14-3-3 protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



219430 

LIB314 9-023-Q1-K1-H2 

BLASTX 

gl729860 

357 

3.0e-34 

83 
84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) (MG ( 2+ ) -DEPENDENT AT PAS E 1) 

(LEMA-1) >gi_1362099_pir S56672 probable 26S proteinase 

chain MA-1 - tomato >gi_7 32815__emb_CAA524 45_ (X74426) 
Mg-dependent ATPase 1 [Lycopersicon esculentum] 

219431 

LIB314 9-023-Q1-K1-H4 

BLASTX 

gl917019 



30874 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



576 

1.0e-59 

143 
80 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
219432 

LIB314 9-023-Q1-K1-H6 

BLASTX 

gl946361 

424 

8.0e-42 

110 
75 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219433 

LIB314 9-023-Q1-K1-H9 

BLASTX 

gll68191 

389 

9.0e-38 

116 

68 

14-3-3-LIKE PROTEIN 4 (PBLT4) >giJL362089jpir S57272 

14-3-3 brain protein homolog (clone pBLT4) - tomato 
>gi_466336 (L29150) 14-3-3 protein homologue [Solanum 

lycopersicum] >gi_1090847_prf 2019487B 14-3-3 protein 

[Lycopersicon esculentum] 

219434 

LIB314 9-024-Q1-K1-A10 

BLASTX 

g2760830 

182 

5.0e-14 

44 
77 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219435 

LIB314 9-024-Q1-K1-A2 

BLASTX 

g2754860 

505 

2.0e-51 

108 
88 

(AF039953) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



219436 

LIB314 9-024-Q1-K1-A7 

BLASTX 

g481236 



30875 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

9.0e-12 

56 

64 

hypothetical protein - Madagascar periwinkle 
>gi_407410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 



Seq. No. 219437 

Seq. ID LIB3149-024-Q1-K1-A8 

Method BLASTX 

NCBI GI gl350777 

BLAST score 392 

E value 4.0e-38 

Match length 90 

% identity 86 

NCBI Description 60S RIBOSOMAL PROTEIN L9 >gi_971282_dbj_BAA07209_ (D38012) 
ribosomal protein L9 [Oryza sativa] 



Seq. No. 219438 

Seq. ID LIB3149-024-Q1-K1-B10 

Method BLASTX 

NCBI GI g3702620 

BLAST score 413 

E value 9.0e-41 

Match length 97 

% identity 7 6 

NCBI Description (Y17329) calnexin [Pisum sativum] 



Seq. No. 219439 

Seq. ID LIB3149-024-Q1-K1-B12 

Method BLASTX 

NCBI GI g508304 

BLAST score 160 

E value 6.0e-ll 

Match length 63 

% identity 51 

NCBI Description (L22305) corC [Medicago sativa] 



Seq. No. 219440 

Seq. ID LIB3149-024-Q1-K1-B2 

Method BLASTX 

NCBI GI g2829894 

BLAST score 44 4 

E value 3.0e-44 

Match length 116 

% identity 75 , 
NCBI Description (AC002311) Unknown protein [Arabidopsis thaliana] 

Seq. No. 219441 

Seq. ID LIB3149-024-Q1-K1-B5 

Method BLASTX 

NCBI GI g2583134 

BLAST score 145 

E value 4.0e-09 

Match length 56 

% identity 57 



30876 



NCBI Description 



(AC002387) 
thaliana] 



putative proline-rich protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219442 

LIB3149-024-Q1-K1-B6 

BLASTX 

gl350777 

148 

6.0e-10 

61 

57 

60S RIBOSOMAL PROTEIN L9 >gi_971282_dbj_BAA07209__ (D38012) 
ribosomal protein L9 [Oryza sativa] 

219443 

LIB314 9-024-Q1-K1-B7 

BLASTX 

g972931 

326 

1.0e-30 

94 

69 

(U18416) IAA14 [Arabidopsis thaliana] 
219444 

LIB314 9-024-Q1-K1-B8 

BLASTX 

g2829894 

461 

3.0e-46 

124 

72 

(AC002311) Unknown protein [Arabidopsis thaliana] 
219445 

LIB3149-024-Q1-K1-B9 

BLASTX 

g3702620 

513 

2.0e-52 

99 

89 

(Y17329) calnexin [Pisum sativum] 
219446 

LIB3149-024-Q1-K1-C11 

BLASTX 

gl350742 

172 

2.0e-12 

41 
68 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 



30877 



yk64gl 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219447 

LIB314 9-024-Q1-K1-C4 

BLASTX 

g4056462 

381 

8.0e-37 

131 

50 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb__F15117, gb_R83958 and gb_586262 come from this gene. 

[Arabidopsis thaliana] 



of 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219448 

LIB314 9-024-Q1-K1-C7 

BLASTN 

g3236234 

72 

3.0e-32 

158 
89 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219449 

LIB314 9-024-Q1-K1-C9 

BLASTX 

g3335375 

262 

6.0e-23 

75 

61 

(AC003028) putative amidase [Arabidopsis thaliana] 
219450 

LIB314 9-02 4-Q1-K1-D1 

BLASTX 

g549063 

326 

2.0e-30 

101 
63 

TRANSLATION ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464j?ir A38958 IgE-dependent histamine-releasing 

factor homoTog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



219451 

LIB314 9-024-Q1-K1-D5 

BLASTX 

g4263770 

220 

5.0e-18 

91 



30878 



% identity 56 

NCBI Description (AC006218) unknown protein [Arabidopsis thalxana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219452 

LIB314 9-024-Q1-K1-D7 

BLASTX 

g2765140 

497 

2.0e-50 

122 

74 

(Y11931) l-phosphatidylinositol-4, 5-bisphosphate 
phosphodiesterase [Nicotiana rustica] 

219453 

LIB3149-024-Q1-K1-D8 

BLASTX 

gl272410 

434 

1.0e-45 

106 
86 

(U52045) immunophilin precursor [Vicia faba] 
219454 

LIB314 9-024-Q1-K1-D9 

BLASTN 

g2687442 

87 

8 .Oe-42 

106 
95 

Mitella pentandra large subunit 2 6S ribosomal RNA gene, 
partial sequence 

219455 

LIB314 9-024-Q1-K1-E11 

BLASTX 

gl313907 

338 

2.0e-32 

65 
97 

(D84507) CDPK-related protein kinase [Zea mays] 
219456 

LIB314 9-024-Q1-K1-E12 

BLASTX 

g585338 

174 

5.0e-13 

36 
86 

ADENYLATE KINASE B (ATP-AMP TRANSPHOS PHORYLASE ) 

>gi_39187 9_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 

sativa] 



30879 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219457 

LIB314 9-024-Q1-K1-E3 

BLASTX 

gl32944 

383 

2.0e-37 

78 
86 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219458 

LIB314 9-024-Q1-K1-E4 

BLASTX 

gl707008 

495 

4.0e-50 

130 
75 

(U78721) 
thaliana] 



30S ribosomal protein S5 isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219459 

LIB314 9-02 4-Q1-K1-E7 

BLASTX 

g629838 

642 

2.0e-67 

124 

98 

tubulin beta-4 chain 
tubulin [Zea mays] 



maize >gi_416145 (L10635) beta-4 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219460 

LIB314 9-024-Q1-K1-F1 

BLASTX 

gl518540 

585 

9.0e-61 

120 
90 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
219461 

LIB314 9-024-Q1-K1-F3 

BLASTX 

g4006858 

188 

3.0e-14 

124 
32 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



219462 

LIB3149-024-Q1-K1-F4 



30880 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006858 

318 

2.0e-29 

102 

55 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 219463 

Seq. ID LIB3149-024-Q1-K1-F6 

Method BLASTX 

NCBI GI g4376815 

BLAST score 278 

E value 9.0e-25 

Match length 125 

% identity 4 6 

NCBI Description (AE001637) GutQ/KpsF Family Sugar-P Isomerase [Chlamydia 
pneumoniae] 

Seq. No. 219464 

Seq. ID LIB3149-024-Q1-K1-G10 

Method BLASTN 

NCBI GI g2865522 

BLAST score 38 

E value 6.0e-12 

Match length 54 

% identity 93 * 

NCBI Description Lavatera thuringiaca cold regulated LTCOR18 (LtCorl8) mRNA, 
complete cds 

Seq. No. 219465 

Seq. ID LIB3149-024-Q1-K1-G11 

Method BLASTX 

NCBI GI gll4682 

BLAST score 253 

E value 6.0e-22 

Match length 60 

% identity 80 



NCBI Description ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 

(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

219466 

LIB3149-024-Q1-K1-G2 
BLASTX 
g4406818 
232 

7 . 0e-20 
62 
68 

(AC006201) putative transcription factor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30881 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219467 

LIB3149-024-Q1-K1-G3 

BLASTX 

gl709970 

349 

4.0e-33 

113 
61 

60S RIBOSOMAL PROTEIN L10A 
219468 

LIB314 9-024-Q1-K1-H1 

BLASTX 

g3415113 

250 

2.0e-21 

119 

37 

(AF081201) villin 1 [Arabidopsis thaliana] 
219469 

LIB314 9-024 -Q1-K1-H2 

BLASTX 

g3643610 

232 

8.0e-20 

51 
86 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219470 

LIB314 9-024-Q1-K1-H6 

BLASTX 

gl835154 

473 

1.0e-47 

93 
92 

(Y10267) glutamine synthetase [Medicago truncatula] 
219471 

LIB3149-024-Q1-K1-H8 

BLASTX 

g2865427 

140 

7.0e-09 

79 
41 

(AF039372) polyprotein [Arabidopsis thaliana] 
219472 

LIB314 9-025-Q1-K1-A12 

BLASTX 

gl086252 

145 

4.0e-09 



30882 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 
68 

sucrose cleavage protein - Potato >gi_707 001_bbs_157 931 
(S74161) sucrolytic enzyme /ferredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

219473 

LIB3149-025-Q1-K1-A5 

BLASTX 

g2511574 

666 

3.0e-70 

141 

95 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 

219474 

LIB314 9-025-Q1-K1-A6 

BLASTX 

g3152562 

188 

1.0e-14 

81 
53 

(AC002986) Similar to proteosome component, micropain 
(multi-catalytic endopeptidase complex) subunit Y7, 
gb_X56731 from S. cerevisiae. EST gb_Z25719 comes from 
this gene. [Arabidopsis thaliana] 

219475 

LIB314 9-025-Q1-K1-A7 

BLASTX 

g3901014 

235 

1.0e-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



219476 

LIB314 9-025-Q1-K1-B11 

BLASTX 

gl350983 

476 

6.0e-48 

111 
85 

4 OS RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
219477 

LIB314 9-025-Q1-K1-B12 

BLASTX 

g4454451 



30883 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

N'CBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



186 

2.0e-14 

64 
52 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
219478 

LIB314 9-025-Q1-K1-B4 

BLASTX 

g2804278 

492 

8.0e-50 

113 

79 

(AB003516) squalene epoxidase [Panax ginseng] 
219479 

LIB314 9-025-Q1-K1-B6 

BLASTX 

g231504 

681 

6.0e-72 

138 

96 

ACTIN 100 >gi_100420_pir_S20092 actin - potato (fragment) 
>gi_1345579_emb_CAA39276_ (X55746) actin [Solanum 
tuberosum] 

219480 

LIB314 9-025-Q1-K1-B8 

BLASTX 

g3123264 

474 

1.0e-47 

123 
76 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

219481 

LIB314 9-025-Q1-K1-C11 

BLASTX 

g585165 

675 

3.0e-71 

133 

94 

GLUCOSE-6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.4 9) - potato 

>gi_4 7134 5_emb JCAA52 4 4 2_ ( X7 4 4 2 1 ) glucose- 6-phosphate 

1-dehydrogenase [Solanum tuberosum] 

219482 

LIB314 9-025-Q1-K1-C12 

BLASTX 

g3021510 



30884 



BLAST score 116 

E value 7.0e-10 

Match length 73 

% identity 57 

NCBI Description (AJ001770) glucose-6-phosphate dehydrogenase [Nicotiana 
tabacum] 

Seq. No. 219483 

Seq. ID LIB3149-025-Q1-K1-C2 

Method BLASTX 

NCBI GI gl22085 

BLAST score 504 

E value 3.0e-51 

Match length 110 

% identity 92 



NCBI Description HISTONE H3 >gi__81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir_S04 099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M774 94) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi__387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_l531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi__3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

219484 

LIB314 9-025-Q1-K1-C3 
BLASTX 
g3915196 
354 

1.0e-33 

93 
67 

UBIQUITIN-CONJUGATING ENZYME E2-C ( UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1493838 (U5294 9) 
cyclin-specif ic ubiquitin carrier protein E2-C [Spisula 
solidissima] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 219485 

Seq. ID LIB3149-025-Q1-K1-C4 

Method BLASTX 

NCBI GI g4417304 



30885 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

4.0e-26 

92 

55 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 

219486 

LIB314 9-025-Q1-K1-C5 

BLASTX 

g4417304 

242 

1.0e-20 

100 

46 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



219487 

LIB3149-025-Q1-K1-C6 

BLASTX 

g2894612 

409 

5.0e-40 

101 
76 

(AL02188 9) putative protein [Arabidopsis thaliana] 
219488 

LIB314 9-025-Q1-K1-D1 

BLASTX 

g2244750 

551 

7.0e-57 

112 

95 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

219489 

LIB314 9-025-Q1-K1-D10 

BLASTX 

g3702332 

183 

2.0e-24 

100 

58 

(AC005397) unknown protein [Arabidopsis thaliana] 
219490 

LIB314 9-025-Q1-K1-D12 

BLASTX 

g585963 

171 



30886 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 
51 

73 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 
219491 

LIB314 9-025-Q1-K1-D2 

BLASTX 

gl498053 

354 

1.0e-33 

92 
78 

(U64436) ribosomal protein S8 [Zea mays] 



219492 

LIB3149-025-Q1-K1-D4 

BLASTX 

gl762130 

633 

3.0e-66 

139 

93 

( U4 6 1 3 6 ) chaper onin 



•60 beta subunit [Solanum tuberosum] 



219493 

LIB3149-025-Q1-K1-D5 

BLASTX 

g2462813 

231 

4.0e-19 

52 

87 

(U95230) NADH dehydrogenase [Rubus rosifolius] 
219494 

LIB3149-025-Q1-K1-D6 

BLASTX 

g3413167 

281 

5.0e-25 

57 

95 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
219495 

LIB314 9-025-Q1-K1-D7 

BLASTX 

g3193316 

349 

6.0e-34 

102 

76 

(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 



Seq. No. 



219496 



30887 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-025-Q1-K1 

BLASTX 

g3510259 

429 

2.0e-42 

112 

74 

(AC005310 
thaliana] 



-D9 



putative inorganic pyrophosphatase [Arabidopsis 
>gi_3522960 (AC004411) putative inorganic 



pyrophosphatase [Arabidopsis thaliana] 
219497 

LIB314 9-025-Q1-K1-E10 

BLASTX 

g2501555 

115 

6.0e-10 

83 
45 

POSSIBLE AP0SP0RY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

219498 

LIB314 9-025-Q1-K1-E11 

BLASTX 

g!077413 

157 

4.0e-ll 

56 
59 

hypothetical protein YLR186w - yeast (Saccharomyces 
cerevisiae) >gi_577197 (U17246) Ylrl86wp [Saccharomyces 
cerevisiae] 

219499 

LIB3149-025-Q1-K1-E2 

BLASTX 

g2190550 

549 

2.0e-56 

127 
82 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 



219500 

LIB314 9-025-Q1-K1-E3 

BLASTX 

gl076809 

469 

6.0e-48 

130 

77 

H+-transporting ATPase (EC 3.6.1.35) - 
>giJ758355_emb_CAA59800_ (X85805) H(+) 
[Zea mays] 



maize 

-transporting ATPase 



30888 



Seq. No. 


219501 


Seq. ID 


LIB3149-025-Q1-K1-E4 


Method 


BLASTX 




*s dz o z o 


BLAST score 


137 


E value 


6.0e-18 


Match length 


72 


% identity 


60 


NCBI Description 


(AF000657) hypothetical 


Seq. No. 


219502 


Seq. ID 


LIB314 9-025-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gJooooo4 


BLAST score 


514 


E value 


2.0e-52 


Match length 


114 


% identity 


86 


NCBI Description 


(AF093630) 60S ribosomal 


Seq. No. 


219503 


Seq. ID 


LIB314 9-025-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll70410 


BLAST score 


145 


E value 


4.0e-09 


Match length 


54 


% identity 


59 


NCBI Description 


HOMEOBOX PROTEIN HAT 3.1 



>gi_322519_pir S31437 homeotic 

protein HAT 3.1 - Arabidopsis thaliana 
>gi_16326_emb_CAA4 9263_ (X69512) HAT 3.1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219504 

LIB3149-025-Q1-K1-F12 

BLASTX 

g2738949 

324 

3.0e-30 

100 
70 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219505 

LIB3149-025-Q1-K1-F3 

BLASTX 

g4127456 

194 

3.0e-15 

68 
60 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



219506 

LIB314 9-025-Q1-K1-F5 
BLASTX 



30889 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73234 
286 

9.0e-26 

64 

88 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X7 6714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 



Seq. No. 


219507 


Seq. ID 


LIB314 9-025-Q1-K1-F6 


Method 


"PIT 7\ fimv 

BLASTX 


NCBI GI 


g3885884 


BLAST score 


163 


E value 


9.0e-12 


Match length 


33 


% identity 


88 


NCBI Description 


(AF093630) 60S ribosomal prot< 


Seq. No. 


219508 


Seq. ID 


LIB314 9-025-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


312 


E value 


1.0e-28 


Match length 


102 


% identity 


63 


NCBI Description 


(AF093630) 60S ribosomal prot< 


Seq. No. 


219509 


Seq. ID 


LIB314 9-025-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl076738 


BLAST score 


617 


E value 


2.0e-64 


Match length 


117 


% identity 


96 


NCBI Description 


beta-tubulin R2242 - rice 


Seq. No. 


219510 


Seq. ID 


LIB314 9-025-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


177 


E value 


5.0e-13 


Match length 


34 


% identity 


97 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S8 >gi_ 




ribosomal protein S8 [Oryza s 


Seq. No. 


219511 


Seq. ID 


LIB314 9-025-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


400 



(D38010) 



30890 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-39 

132 

63 

(AB018441) 



phi-1 [Nicotiana tabacum] 



219512 

LIB3149-025-Q1-K1-G11 

BLASTX 

g3759184 

171 

3.0e-12 

92 
40 

(AB018441) phi-1 [Nicotiana tabacum] 
219513 

LIB3149-025-Q1-K1-G3 

BLASTX 

g82307 

328 

1.0e-30 

136 
51 

myb protein 306 - garden snapdragon >gi_256828_bbs_115017 
Myb oncoprotein homolog {clone 306} [Antirrhinum 
majus=snapdragons, Jl:522, flowers, Peptide, 316 aa] 

219514 

LIB3149-025-Q1-K1-G7 

BLASTX 

g531829 

207 

2.0e-16 

71 
59 

(U12390) beta-galactosidase alpha peptide [clonrng vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



219515 

LIB3149-025 

BLASTX 

gl762939 

386 

2.0e-37 
109 
63 

(U66266) 
tabacum] 



•Q1-K1-G8 



ORF; able to induce HR-like lesions [Nicotiana 



219516 

LIB314 9-025-Q1-K1-H10 

BLASTX 

gl903359 

281 

4.0e-25 

115 

57 



30891 



NCBI Description (AC000104) F19P19.21 [Arabiciopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

'NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219517 

LIB3149-025-Q1-K1-H12 

BLASTX 

g2104681 

217 

1.0e-17 

128 
43 

(X97907) transcription factor [Vicia faba] 
219518 

LIB3149-025-Q1-K1-H2 

BLASTX 

g730456 

529 

4.0e-54 

123 

77 

40S RIBOSOMAL PROTEIN S19 
219519 

LIB314 9-025-Q1-K1-H3 

BLASTX 

g2569938 

488 

3.0e-49 

112 
79 

(Y15193) GAI [Arabidopsis thaliana] 
219520 

LIB314 9-025-Q1-K1-H4 

BLASTX 

g3355477 

236 

9.0e-20 

127 
44 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



219521 

LIB3149-025-Q1-K1-H5 

BLASTX 

g485742 

644 

1.0e-67 

133 
96 

(L32791) pyrophosphatase [Beta vulgaris] 
219522 

LIB314 9-025-Q1-K1-H6 

BLASTX 

g4567210 



30892 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172 

3.0e-12 

65 
55 

(AC007168) unknown protein [Arabidopsis thaliana] 



219523 

LIB3149-025-Q1-K1-H8 

BLASTX 

gl407705 

562 

5.0e-58 

137 

72 

(U60202) lipoxygenase 



[Solanum tuberosum] 



219524 

LIB314 9-026-Q1-K1-A5 

BLASTX 

g4510381 

186 

7 .Oe-14 

56 
70 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 


219525 


Seq. ID 


LIB314 9-02 6-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2736147 


BLAST score 


373 


E value 


7.0e-36 


Match length 


92 


% identity 


75 


NCBI Description 


(AF021804) fatty acid ; 




thaliana] >gi_3132481 




FAH1 [Arabidopsis thai 


Seq. No. 


219526 


Seq. ID 


LIB314 9-026-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl561575 


BLAST score 


176 


E value 


6.0e-13 


Match length 


37 


% identity 


89 


NCBI Description 


(Y08273) cyclophilin [ 


Seq. No. 


219527 


Seq. ID 


LIB314 9-026-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2500376 


BLAST score 


367 


E value 


4.0e-35 


Match length 


74 


% identity 


95 


NCBI Description 


60S RIBOSOMAL PROTEIN 



(AC003096) fatty acid hydroxylas 



30893 



(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 


219528 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2565275 


BLAST score 


540 


E value 


2.0e-55 


Match length 


116 


% identity 


84 


NCBI Description 


(AF023611) Dimlp homolog [Homo sapiens] 


Seq. No. 


219529 


Seq. ID 


LIB314 9-026-Q1-K1-B6 


Method 


T5 T 7\ C rnv 

BLASTX 


NCBI GI 


g3236242 


BLAST score 


429 


E value 


2.0e-42 


Match length 


102 


% identity 


83 


NCBI Description 


(AC004684) putative ribosomal protein L36 




thaliana] 


Seq. No. 


219530 


Seq. ID 


LIB314 9-026-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2160182 


BLAST score 


247 


E value 


4.0e-21 


Match length 


117 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AC000132) ESTs gb_ATTS1236, gbJT43334, gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

219531 

LIB3149-026-Q1-K1-C1 

BLASTX 

gll74592 

507 

9.0e-52 

102 
97 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

219532 

LIB3149-026-Q1-K1-C10 

BLASTX 

g2583108 

269 

1.0e-23 

135 
44 

(AC002387) putative surface protein [Arabidopsis thaliana] 



Seq. No. 



219533 



30894 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-026-Q1-K1-C12 

BLAST X 

g2497486 

428 

2.0e-42 

108 

81 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219534 

LIB314 9-026-Q1-K1-C5 

BLASTX 

g3776578 

385 

3.0e-37 

139 

49 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

219535 

LIB3149-026-Q1-K1-C8 

BLASTX ' 

g2342682 

207 

2.0e-16 

63 

67 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577). [Arabidopsis thaliana] 

219536 

LIB314 9-026-Q1-K1-C9 

BLASTX 

g2462761 

226 

1.0e-18 

83 
55 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

219537 

LIB314 9-026-Q1-K1-D10 

BLASTX 

g464986 

525 

1.0e-53 

99 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi 297884 embCAA78714_ (Z14990) ubiquitin conjugating 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



30895 



enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 





Seq. No. 


219538 




Seq. ID 


LIB3149-026-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


g2293332 




BLAST score 


265 




E value 


4.0e-23 




Match length 


79 




% identity 


62 




NCBI Description 


(AF011338) unknown [Dictyostelium discoideum] 




Seq. No. 


219539 




Seq. ID 


LIB314 9-026-Q1-K1-E10 


yy 


Method 


BLASTX 




NCBI GI 


g4193382 


ff? 


BLAST score 


389 


~- 


E value 


1. Oe-37 




Match length 


86 




% i dent" i t v 


83 


~ 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 


r 


>gi 4193384 (AF083337) ribosomal protein S27 [Arabidops 


i = 




thaliana] 


]Z 

LJ 


Seq. No. 


219540 




Seq. ID 


LIB314 9-026-Q1-K1-E12 




Method 


BLASTX 


□ 


NCBI GI 


g2462741 




BLAST score 


323 




E value 


5.0e-30 




Match length 


76 




% identity 


82 




NCBI Description 


(AC002292) Highly similar to auxin-induced protein 






(aldo/keto reductase family) [Arabidopsis thaliana] 




Seq. No. 


219541 




Seq. ID 


LIB314 9-02 6-Q1-K1-E2 




Met hod 


BLASTX 




NCBI GI 


g4322940 




BLAST score 


292 




E value 


3.0e-26 




Match length 


104 




% identity 


36 




NCBI Description 


(AF096299) DNA-binding protein 2 [Nicotiana tabacum] 




Seq. No. 


219542 




Seq. ID 


LIB3149-026-Q1-K1-F12 




Method 


BLASTX 




NCBI GI 


g4415992 




BLAST score 


229 




E value 


5.0e-19 




Match length 


97 



30896 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AF059288) beta-tubulin 2 [Eleusine indica] 
219543 

LIB314 9-026-Q1-K1-F3 

BLASTX 

g4102861 

496 

2.0e-50 

100 

90 

(AF016893) copper/ zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219544 

LIB3149-026-Q1-K1-F8 

BLASTX 

g4191785 

264 

4.0e-23 

119 

54 

(AC005917) putative hydrolase [Arabidopsis thaliana] 
219545 

LIB314 9-026-Q1-K1-G10 

BLASTX 

gl00535 

130 

1.0e-17 

70 
68 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 

219546 

LIB314 9-026-Q1-K1-G11 

BLASTX 

g2500376 

364 

9.0e-35 

74 
93 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219547 

LIB314 9-026-Q1-K1-G12 

BLASTX 

g3980393 

398 

9.0e-39 

133 
57 

(AC004561) 
thaliana] 



putative glutathione S-transf erase [Arabidopsis 



30897 





Seq. No. 


219548 




Seq. ID 


LIB314 9-02 6-Q1-K1-G2 




Method 


BLASTX 




NCBI GI 


g4191785 




BLAST score 


336 




F, value 


3. Oe-34 




Match length 


117 




% identitv 


62 




NCRI Dp qpri nt" ion 


(AC005917) putative hydrolase [Arabidopsi; 




O ~ • L\\*J * 


219549 




Seq. ID 


LIB314 9-026-Q1-K1-G3 




Method 


BLASTX 




NCBI GI 


gl67367 




BLAST score 


379 




Fl va 1 hp 

J_J V U J. U 


1 . Oe-37 




Match length 


100 




Sr -i Hon +- n i~ v 


77 


y = 


NPRT Dp scri nt ion 


(L08199) peroxidase [Gossypium hirsutuiti] 


s"T"H 




219550 




Seq. ID 


LIB314 9-026-Q1-K1-G5 


Q 


Method 


BLASTX 




NCRT GI 


gl67367 






160 




Hi v ai Lit. 


3 . Oe-11 




Ma +■ r*Y\ 1 pti rri"" hi 
net l^ii xciiy un 


79 




S- "iHpfi"h~i*i~\7 

O 1UC11I L L j 


4 6 




NffRT Hp^pri T>t" i on 

IN \_y D -L UCijUi LU L. _L \_> 1 i 


fLORIQQ^ optox i dr3 se rGossvoiuni hirsutuitil 


M= 


Sea No. 


219551 


LJ; 


O tr . _l u 


T.TR^I 49-0?6-O1 -K1 -G6 


fl 




BLASTX 




NCBI GI 


gll73256 




BLAST score 


758 




E value 


6.0e-81 




Match length 


145 




% \ Hpnt" \ i~ v 


99 




NTPRT Dp qrr i of" ion 


40S RIBOSOMAL PROTEIN S4 >gi 6294 96 pir ; 






protein S4 - upland cotton >gi 488739 eitib 






(X7 9300) rijbosoxnal protein, small subunit 






ffIloQQ\rni nm Y)i T*snt"iTm1 

[_ \J\J O O V £-/ J- LJ.111 XI J LQUL UL1LL J 




Seq. No. 


219552 




Seq. ID 


LIB314 9-026-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


g464840 




BLAST score 


290 




E value 


4.0e-26 




Match length 


56 




% identity 


100 



S45026 ribosomal 



NCBI Description 



CHAIN >gi_421781_pir S32666 tubulin 

fern (Anemia phyllitidis) 
>gi_2964 94_emb_C7\A48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



TUBULIN ALPHA- 1 
alpha-1 chain 



30898 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219553 

LIB3149-026-Q1-K1-G8 

BLASTX 

g4510430 

548 

2.0e-56 
112 



(AC006929) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219554 

LIB314 9-026-Q1-K1-H11 

BLASTX 

g4249386 

372 

9.0e-36 

125 

63 

(AC005966) Strong similarity to gb_AF061286 gamma- adapt in 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



O c; \^ • IN KJ . 


219555 


Seq. ID 


LIB314 9-026-Q1-K1-H12 


Method 


BLASTX 




a4097569 


BLAST score 


382 


E value 


7.0e-37 


Match length 


107 


% identity 


67 


NCBI Description 


(U64 915) GMFP4 [Glycine max 


Seq. No. 


219556 


Seq. ID 


LIB314 9-026-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2864610 


BLAST score 


175 


E value 


1.0e-12 


Match length 


61 


% identity 


52 


NCBI Description 


(AL021811) putative protein 




>gi_404 9336_emb_CAA22561_ 0 




[Arabidopsis thaliana] 


Seq. No. 


219557 


Seq. ID 


LIB314 9-026-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl732365 


BLAST score 


152 


E value 


3.0e-10 


Match length 


67 


% identity 


51 


NCBI Description 


(U80271) proline rich prote 


Seq. No. 


219558 


Seq. ID 


LIB3149-026-Q1-K1-H6 



30899 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g2833373 

285 

2.0e-29 

87 
75 

DNA- 3 -METH YLADEN INE GLYCOSIDASE ( 3-METHYLADENINE DNA 
GLYCOSYLASE) >gi_42 9157_emb_CAA537 63_ (X76169) 
3-methyladenine glycosylase [Arabidopsis thaliana] 

219559 

LIB3149-026-Q1-K1-H7 

BLASTX 

g4467130 

265 

3.0e-23 

68 
72 

(AL035538) glycosyltransf erase like protein [Arabidopsis 
thaliana] 



219560 

LIB3149-027-Q1-K1-A10 

BLASTX 

g4206196 

2§"0 

3.0e-26 

90 

67 

(AF071527) hypothetical protein 



[Arabidopsis thaliana] 



219561 

LIB314 9-027-Q1-K1-A12 

BLASTX 

gl888557 

508 

9.0e-52 

118 

79 

(U89841) diadenosine 5 1 , 5 ' ! T -PI, P4-tetraphosphate hydrolase 
[Lupinus angustifolius] 

219562 

LIB314 9-027-Q1-K1-A2 

BLASTX 

gll72873 

423 

1.0e-41 

85 
74 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 18 57_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi__4 3561 9_dbj_BAA0 2374 _ 
(D13043) thiol protease [Arabidopsis thaliana] 

219563 

LIB314 9-027-Q1-K1-B1 



30900 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464707 

457 

1.0e-45 

104 
84 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gbJT21121, gb_Z17755, gb_R6477 6 and 
gb R30430 come from this gene. [Arabidopsis thaliana] 
>gI__4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


219564 


Seq. ID 


LIB314 9-027-Q1-K1-B10 


Mat" Vi ori 


BLASTX 


MPRT (IT 


a4512122 


DT ACT 1 cr^OT'O 


488 


Hi val u.ts 


2 . 0e-4 9 


Mar.cn ±engrn 




% identity 


73 


NCBI Description 


(AF131219) chorismate mutase 


Seq. No. 


219565 


Seq. ID 


LIB314 9-027-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g231660 


BLAST score 


359 


E value 


3.0e-34 


Match length 


125 


% identity 


57 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN 


Seq. No. 


219566 


Seq. ID 


LIB314 9-027-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


218 


E value 


1.0e-17 


Match length 


56 


% identity 


38 


NCBI Description 


(U90212) DNA binding protein 


Seq. No. 


219567 


Seq. ID 


LIB314 9-027-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3850823 


BLAST score 


372 



3 [Arabidopsis thaliana] 



[ORF 1901) 



30901 



E value 
Match length 
% identity 
NCBI Description 



1.0e-35 

133 
54 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219568 

LIB3149-027-Q1-K1-B4 

BLASTX 

g3337361 

316 

1.0e-29 

79 
70 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
219569 

LIB3149-027-Q1-K1-B7 

BLASTX 

g2244734 

622 

5.0e-65 

122 
98 

(D88414) actin [Gossypium hirsutum] 
219570 

LIB314 9-027-Q1-K1-B8 

BLASTX 

gl545805 

141 

4.0e-09 

50 
64 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
219571 

LIB3149-027-Q1-K1-C5 

BLASTX 

gl32866 

631 

4.0e-66 

122 

96 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 >gi_7 108 6_pir R5NT2 

ribosomal protein L2 - common tobacco chloroplast 
>gi_435269_emb_CAA7 7 384_ (Z00044) ribosomal protein L2 
[Nicotiana tabacum] >gi_1223691_emb_CAA77409_ (Z00044) 
ribosomal protein L2 [Nicotiana tabacum] 

>gi_225238_prf 1211235BW ribosomal protein L2 [Nicotiana 

tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



219572 

LIB3149-027-Q1-K1-C6 

BLASTX 

g2911044 

196 



30902 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

121 

50 

(AL021961) putative protein [Arabidopsis thaliana] 
219573 

LIB314 9-027-Q1-K1-D1 

BLASTX 

g2501578 

554 

8.0e-57 

125 
91 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_212 991 3_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 

219574 

LIB314 9-027-Q1-K1-D10 

BLASTX 

g2384758 

473 

1.0e-47 

95 
94 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219575 

LIB314 9-027-Q1-K1-D11 

BLASTX 

g2853081 

155 

3.0e-10 

55 
55 

(AL0217 68) ATP binding protein 
thaliana] 

219576 

LIB314 9-027-Q1-K1-D12 

BLASTX 

g2853081 

174 

2.0e-12 

55 
60 

(AL021768) 
thaliana] 



like [Arabidopsis 



ATP binding protein - like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219577 

L-IB314 9-027-Q1-K1-D4 

BLASTX 

g4559388 

321 

9.0e-30 



30903 



Match length 

% identity 

NCBI Description 



90 
58 

(AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219578 

LIB314 9-027-Q1-K1-D6 

BLASTX 

g2911044 

196 

1.0e-20 
121 

50 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 


219579 


Seq. ID 


LIB314 9-027-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3702332 


RLAST score 


486 


FI 1 \i e 

i ' v a _i_ la v-- 


4 . Oe-49 




130 


% -j Hpn 1" i t v 

O -L V-*.^ 111 L y 


69 


NCRT Descrintion 

i.^J v J— ' -L J—/ » ^ -1- K-/ JL W X X 


(AC005397) unknown orotein fArabidoosis thaliana! 


Seq. No. 


219580 


Seq. ID 


LIB3149-027-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


416 


E value 


7.0e-41 


Match length 


83 


% identity 


100 


NCBI Description 


(U38425) histone H3 [Glycine max] >gi 1053049 (U38426) 




histone H3 [Glycine max] >gi_1053051 (U38427) histone 




[Glycine max] 


Seq. No. 


219581 


Seq. ID 


LIB314 9-027-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2833311 


BLAST score 


193 


E value 


6.0e-15 


Match length 


54 


% identity 


63 



NCBI Description HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 

>gi_630728_pir S43605 R07E5.13 protein (clone R07E5) - 

Caenorhabditis elegans >gi_387894 6_emb_CAA83622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



Seq. No. 219582 

Seq. ID LIB3149-027-Q1-K1-E4 

Method BLASTX 

NCBI GI g2829899 

BLAST score 218 

E value 1.0e-17 

Match length 107 

% identity 40 



30904 



NCBI Description 



(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and ma j orttlatex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 


219583 


Seq. ID 


LIB314 9-027-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl877397 


BLAST score 


184 


E value 


1.0e-13 


Match length 


44 


% identity 


80 


NCBI Description 


(Y11591) shaggy-like 


Seq. No. 


219584 


Seq. ID 


LIB314 9-027-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl31276 


BLAST score 


280 


E value 


3.0e-48 


Match length 


98 


% identity 


96 


NCBI Description 


PHOTOSYSTEM II P680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

219585 

LIB314 9-027-Q1-K1-F11 

BLASTX 

g730645 

520 

4.0e-53 

114 

90 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb__CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7 04 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R2 9788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219586 

LIB314 9-027-Q1-K1-F7 

BLASTX 

g4204095 

425 

5.0e-42 

123 
63 

(AF030260) CYP94A1 [Vicia sativa] 



Seq. No. 



219587 



30905 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-027-Q1-K1-F8 

BLASTX 

g4454097 

288 

6.0e-26 

67 

79 

(X85206) hybrid proline-rich protein [Catharanthus roseus] 
219588 

LIB314 9-027-Q1-K1-G1 

BLASTX 

g2055384 

256 

3.0e-22 

91 

33 

(U69633) cold-stress inducible protein [Solanum tuberosum] 
219589 

LIB314 9-027-Q1-K1-G11 

BLASTX 

g2266949 

641 

3.0e-67 

134 

93 

(AF008940) phosphoenolpyruvate carboxylase 2 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219590 

LIB314 9-027-Q1-K1-G12 

BLASTX 

g2196878 

545 

5.0e-56 

108 

92 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 
p 1 umba gin i f ol i a ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219591 

LIB314 9-027-Q1-K1-G3 

BLASTX 

g4433048 

360 

1.0e-42 

125 
71 

(D26578) DNA-binding protein [Daucus carota] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219592 

LIB314 9-027-Q1-K1-G5 

BLASTX 

g4530066 

235 

1.0e-19 



30906 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



107 
41 

(AF060544) 
sapiens] 



androgen receptor associated protein 54 [Homo 



219593 

LIB314 9-027-Q1-K1-G7 

BLASTX 

gll2863 

629 

7.0e-66 

127 

87 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 
>gi 100227 pir S12209 hypothetical protein - tomato 
>gi__19162_emb_CAA38979_ (X55193) 9612 [Lycopersicon 
esculentum] 

219594 

LIB314 9-027-Q1-K1-G8 

BLASTX 

gll2863 

666 

3.0e-70 

133 
87 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 

>gi_100227_pir S12209 hypothetical protein - tomato 

>gi_19162_emb_CAA38 979_ (X55193) 9612 [Lycopersicon 
esculentum] 

219595 

LIB314 9-027-Q1-K1-H10 

BLASTX 

g4235430 

461 

3.0e-46 

136 
69 

, (AF098458) latex-abundant protein [Hevea brasiliensis ] 



219596 

LIB3149-027-Q1-K1-H12 

BLASTX 

g!477428 

615 

3.0e-64 

133 
89 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



219597 

LIB314 9-027-Q1-K1-H4 

BLASTX 

g3005065 

517 

1.0e-52 



30907 



Match length 

% identity 

NCBI Description 



136 
68 

(AF043325) N-myristoyltransf erase 2 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219598 

LIB314 9-028-Q1-K1-A1 

BLASTX 

gl711572 

487 

3.0e-49 

119 

77 

SUCCINYL-COA LI GAS E (GDP-FORMING) , ALPHA-CHAIN PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_1076415_pir S30579 succinate — CoA ligase (GDP-f orming) 

(EC 6.2.1.4) alpha chain - Arabidopsis thaliana (fragment) 

>gi_16510_emb_CAA4 8891_ (X69138) succinate— CoA ligase 
(GDP-forming) [Arabidopsis thaliana] 

219599 

LIB314 9-028-Q1-K1-A10 

BLASTX 

g485514 

335 

2.0e-31 

72 
88 

ADR11-2 protein - soybean (fragment) 

>gi_2 964 4 3__emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219600 

LIB314 9-028-Q1-K1-A2 

BLASTX 

g3687237 

317 

2.0e-29 

115 
57 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



219601 

LIB314 9-028-Q1-K1-A5 

BLASTX 

g4098323 

734 

4.0e-78 

143 

96 

(U76746) beta-tubulin 
219602 

LIB314 9-028-Q1-K1-A6 

BLASTX 

gl486472 

651 



3 [Triticum aestivum] 



30908 



E value 
Match length 
% identity 
NCBI Description 



2.0e-68 

134 
90 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



219603 

LIB314 9-028-Q1-K1-A7 

BLASTX 

g485111 

161 

4.0e-ll 

109 
40 

(U00050) similar to enoyl-CoA hydratases; highest 
similarity to YKRS_YEAST [Caenorhabditis elegans] 

219604 

LIB314 9-028-Q1-K1-B1 

BLASTX 

gll70409 

187 

4.0e-14 

47 
83 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4 490724_emb_CAB38927 . 1_ (AL035709) homeobox protein 
HAT 2 2 [Arabidopsis thaliana] 

219605 

LIB314 9-028-Q1-K1-B10 

BLASTX 

g3941543 

293 

2.0e-26 

70 

84 

(AF0694 97) pelota [Arabidopsis thaliana] 
>gi_4469016_emb_CAB38277_ (AL035602) pelota (PEL1) 
[Arabidopsis thaliana] 

219606 

LIB314 9-028-Q1-K1-B2 

BLAST N 

gl2292 

230 

1.0e-126 

362 
91 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

219607 

LIB314 9-028-Q1-K1-B3 
BLASTX 



30909 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548774 
387 

1.0e-37 

100 

74 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj JBAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219608 

LIB314 9-028-Q1-K1-B6 

BLASTX 

g70753 

348 

2.0e-33 

71 
99 

histone H3 
wheat 



garden pea >gi_82610_pir S00373 histone H3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219609 

LIB314 9-028-Q1-K1-B7 

BLASTX 

g3168840 

148 

2.0e-09 

65 

45 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
219610 

LIB3149-028-Q1-K1-B8 

BLASTX 

g2462762 

421 

1.0e-41 

113 

72 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219611 

LIB314 9-028-Q1-K1-B9 

BLASTX 

g464849 

397 

6.0e-39 

92 

87 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA4 7 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



219612 

LIB314 9-028-Q1-K1-C1 

BLASTX 

g464849 



30910 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



592 

1.0e-61 

118 
100 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219613 

LIB314 9-028-Q1-K1-C11 

BLASTX 

g2661840 

436 

3.0e-43 

127 

64 

(Y15430) adenosine kinase [Physcomitrella patens] 
219614 

LIB314 9-028-Q1-K1-C12 

BLASTX 

g974782 

382 

7.0e-37 

76 

99 

(Z4 9150) cobalamine- independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219615 

LIB314 9-02 8-Q1-K1-C3 

BLASTX 

g2688828 

490 

1.0e-49 

129 
71 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219616 

LIB314 9-028-Q1-K1-C4 

BLASTX 

g2961300 

586 

8.0e-61 

121 
93 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
219617 

LIB3149-028-Q1-K1-C5 

BLASTX 

g927575 

566 

2.0e-58 

136 



30911 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(U12926) alpha galactosidase [Glycine max] 
219618 

LIB314 9-028-Q1-K1-C6 

BLASTX 

g4490705 

272 

2.0e-37 

111 

75 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 

219619 

LIB314 9-028-Q1-K1-C7 

BLASTX 

g4455338 

298 

4 ,0e-27 

81 
70 

(AL035525) putative protein [Arabidopsis thaliana] 
219620 

LIB314 9-028-Q1-K1-C9 

BLASTX 

g3298437 

193 

8.0e-15 

57 
65 

(AB010877) chloroplast ribosomal protein L3 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219621 

LIB314 9-028-Q1-K1-D6 

BLASTX 

gl00200 

434 

4.0e-43 

112 
74 

chlorophyll a/b-binding protein type I precursor - tomato 
219622 

LIB314 9-028-Q1-K1-D7 

BLASTX 

g729618 

246 

2.0e-36 

113 

70 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2} 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172_pir PQ02 62 luminal binding protein BLP-2 - 

common tobacco (fragment) >gi_100338_pir S21878 heat shock 



30912 



protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb_CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219623 

LIB314 9-028-Q1-K1-E3 

BLASTX 

g2497752 

291 

2.0e-26 

100 
58 

NONSPECIFIC 
>gi_1321911 



LIPID-TRANSFER PROTEIN 
emb CAA65475 (X96714) 



1 PRECURSOR (LTP 1) 
lipid transfer protein- 



[Prunus dulcis] 



Seq. No. 


219624 


Seq. ID 


LIB314 9-028-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3980401 


BLAST score 


172 


E value 


2. Oe-12 


Match 'length 


55 


% identity 


56 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


219625 


Seq. ID 


LIB314 9-028-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4006858 


BLAST score 


419 


E value 


3.0e-41 


Match length 


130 


% identity 


62 


NCBI Description 


(Z99707) cold acclimation protein homolog [Arabidops. 




thaliana] 


Seq. No. 


219626 


Seq. ID 


LIB314 9-028-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4432840 


BLAST score 


198 


E value 


3.0e-15 


Match length 


42 


% identity 


83 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219627 


Seq. ID 


LIB314 9-028-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g464734 


BLAST score 


612 


E value 


6.0e-64 


Match length 


124 


% identity 


92 


NCBI Description 


ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 



30913 



HYDROLASE) (ADOHCYASE) >gi_4 8 1237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_4 07 4 12_emb_CAA8 1527_ { Z2 68 8 1 ) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 



Seq. No. 


219628 


Seq. ID 


LIB314 9-028-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


270 


E value 


9.0e-24 


Match length 


100 


% identity 


54 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thai; 


Seq. No. 


219629 


Seq. ID 


LIB314 9-028-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2058282 


BLAST score 


276 


E value 


2.0e-24 


Match length 


80 


% identity 


64 


NCBI Description 


(X97377) atranbpla [Arabidopsis thaliana] 


Seq. No. 


219630 


Seq. ID 


LIB314 9-028-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2058282 


BLAST score 


236 


E value 


8.0e-20 


Match length 


112 


% identity 


46 


NCBI Description 


(X97377) atranbpla [Arabidopsis thaliana] 


Seq. No. 


219631 


Seq. ID 


LIB314 9-028-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2129915 


BLAST score 


180 


E value 


3.0e-13 


Match length 


79 


% identity 


49 


NCBI Description 


ferredoxin precursor - sweet orange 




>gi_1360725_emb_CAA87068_ (Z4 6944) non-photosynthetic 




ferredoxin [Citrus sinensis] 


Seq. No. 


219632 


Seq. ID 


LIB314 9-028-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2598067 


BLAST score 


188 


E value 


3.0e-19 


Match length 


123 


% identity 


40 


NCBI Description 


(AJ001486) Ser/Thr protein kinase [Zea mays] 



30914 



Seq. No. 


219633 




Seq. ID 


LIB3149-028 


-Q1-K1-G4 


Method 


BLASTX 




NCBI GI 


g3885515 




BLAST score 


426 




E value 


3.0e-42 




Match length 


103 




% identity 


78 




NCBI Description 


(AF084202) 


similar t< 




sativa] 




Seq. No. 


219634 




Seq. ID 


LIB3149-028 


-Q1-K1-G5 


Method 


BLASTX 




NCBI GI 


gl084453 




BLAST score 


655 




E value 


6.0e-69 




Match length 


127 




% identity 


67 




NCBI Description 


calmodulin 


- rice 


Seq. No. 


219635 




Seq. ID 


LIB3149-028 


-Q1-K1-G7 


Method 


BLASTX 




NCBI GI 


g3687243 




BLAST score 


175 




E value 


7.0e-13 




Match length 


47 




% identity 


72 




NCBI Description 


(AC005169) 


putative 




thaliana] 




Seq. No. 


219636 




Seq. ID 


LIB3149-028 


-Q1-K1-G8 


Method 


BLASTN 




NCBI GI 


g2160155 




BLAST score 


38 




E value 


5.0e-12 




Match length 


74 





similar to ribosomal protein S2 6 [Medicago 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

219637 

LIB314 9-028-Q1-K1-G9 

BLASTX 

g2129840 

268 

1.0e-23 

68 
74 

nucleosome assembly protein 1 - soybean >gi__1161252 
(L38856) nucleosome assembly protein 1 [Glycine max] 

219638 

LIB314 9-028-Q1-K1-H12 
BLASTX 



30915 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl498053 
264 

4.0e-23 

53 
92 

(U64436) ribosomal protein S8 [Zea mays] 
219639 

LIB314 9-028-Q1-K1-H5 

BLASTX 

g4056420 

139 

1.0e-08 

40 

70 

(AC005322) ESTs gb_T144077 and gb_T43352 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


219640 




Seq. ID 


LIB3149- 


028-< 


Method 


BLASTN 




NCBI GI 


g20412 




BLAST score 


39 




E value 


3.0e-13 




Match length 


67 




% identity 


90 




NCBI Description 


P.amygdalus i 


Seq, No. 


219641 




Seq. ID 


LIB3149- 


028- 


Method 


BLASTX 




NCBI GI 


g231586 




BLAST score 


621 




E value 


5.0e-65 




Match length 


123 




% identity 


100 




NCBI Description 


ATP SYNTHASE 



TA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219642 

LIB314 9-028-Q1-K1-H8 

BLASTX 

g231586 

194 

2.0e-24 

112 

62 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18 831_emb_CAA414 01_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 



219643 



30916 





Seq. ID 


LIB314 9-029-Q1-K1-A1 




Method 


BLASTX 




NCBI GI 


g4027893 




BLAST score 


475 




E value 


8.0e-48 




Match length 


108 




% identity 


78 




NCBI Description 


(AF04 9351) alpha-expansin precursor [Nicotiana tabacum] 




Seq. No. 


219644 




Seq. ID 


LIB314 9-029-Q1-K1-A11 




Method 


BLASTX 




NCBI GI 


g4455351 




BLAST score 


222 




E value 


3.0e-18 




Match length 


59 




% identity 


66 




NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 




Seq. No. 


219645 


m 


Seq. ID 


LIB314 9-029-Q1-K1-A12 


m 


Method 


BLASTX 




NCBI GI 


g4324967 




BLAST score 


628 - 




E value 


1.0e-65 


y. 


Match length 


119 




% identity 


99 




NCBI Description 


(AF114796) ADP-ribosylation factor [Glycine max] 




Seq. No. 


219646 




Seq. ID 


LIB314 9-029-Q1-K1-A3 




Method 


BLASTX 


o 


NCBI GI 


g32532 




BLAST score 


449 




E value 


8.0e-45 


CI 


Match length 


106 




% identity 


88 




NCBI Description 


(X55715) ribosomal protein s3 [Homo sapiens] 




>gi 4506721 ref NP 000996.1 pRPS3 ribosomal protein S2 
_ _ _ _ 




Seq. No. 


219647 




Seq. ID 


LIB314 9-029-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


g3660469 




BLAST score 


654 




E value 


8.0e-69 




Match length 


135 



% identity 95 

NCBI Description (AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD21746. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

Seq. No. 219648 

Seq. ID LIB3149-029-Q1-K1-A9 - 

Method BLASTX 

NCBI GI g417073 

BLAST score 255 



30917 



E value 
Match length 
% identity 
NCBI Description 



8.0e-29 

110 

69 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH -glutamate 
synthase [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219649 

LIB314 9-02 9-Q1-K1-B3 

BLASTX 

gl36063 

620 

8,0e-65 

144 

83 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 



z2 




triosephosphate isomerase [Zea mays] 


4^ 




91 Q^Rfi 

J. _? O J \J 


O 


o orT t n 
oeq. J. u 


T TT5^1 VI Q_fi9 Q— m — "Pfl _di; 
JjIdjI^ i> Ui y W± r\.X dj 




IXlGtllOCl 


DT AOTY 






rrl 771 7 ft f) 




RT.AST score 


508 




E value 


1.0e-51 




Match length 


123 




% identity 


80 




NCBI Description 


(Y10024) ubiquitin extension protein [Solanum 




Seq. No. 


219651 




Seq. ID 


LIB314 9-029-Q1-K1-B6 




Method 


BLASTX 




NCBI GI 


gl21907 




BLAST score 


147 




E value 


2.0e-09 




Match length 


33 




% identity 


91 




NCBI Description 


HISTONE HI. 2 >gi 70682 pir HSMU12 histone HI 






Arabidopsis thaliana >gi_16320_emb_CAA4 4316_ 






Histone Hl-2 [Arabidopsis thaliana] >gi 19463! 






histone H1-2C [Arabidopsis thaliana] 




Seq. No. 


219652 




Seq. ID 


LIB314 9-02 9-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g322750 




BLAST score 


591 




E value 


2.0e-61 




Match length 


117 




% identity 


97 



NCBI Description 



ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



30918 



Seq. No. 


219653 


Seq. ID 


LIB314 9-029-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g899307 


BLAST score 


33 


E value 


2.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


H.vulgare chloroplast DNA for rps 


Seq. No. 


219654 


Seq. ID 


LIB314 9-029-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2275090 


BLAST score 


79 


E value 


2.0e-36 


Match length 


95 


% identity 


96 


NCBI Description 


Swietenia humilis DNA for simple ' 


Seq. No, 


219655 


Seq. ID 


LIB314 9-029-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


307 


E value 


4.0e-28 


Match length 


70 


% identity 


90 


NCBI Description 


(X95905) 14-3-3 protein [Lycopers. 


Seq. No. 


219656 


Seq. ID 


LIB314 9-029-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl345592 


BLAST score 


204 


E value 


2.0e-16 


Match length 


58 


% identity 


76 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 EPSILON : 



epsilon isoform [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219657 

LIB314 9-029-Q1-K1-C9 

BLASTX 

g4580455 

356 

8.0e-34 

97 

73 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219658 

LIB314 9-029-Q1-K1-D10 

BLASTN 

gl732362 

41 

1.0e-13 



30919 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
90 

Malus domestica pAFD103 mRNA, partial cds 
219659 

LIB3149-029-Q1-K1-D11 

BLASTX 

g2642648 

736 

2.0e-78 

149 

97 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi__2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219660 

LIB314 9-029-Q1-K1-D8 

BLASTX 

gl737492 

409 

4.0e-40 

108 
78 

(U81318) poly (A) -binding protein [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219661 

LIB314 9-029-Q1-K1-E1 

BLASTX 

g3776577 

165 

2.0e-ll 

69 

46 

(AC005388) T22H22.24 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219662 

LIB314 9-029-Q1-K1-E12 

BLASTX 

g3122703 

342 

4.0e-32 

88 
75 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219663 

LIB314 9-02 9-Q1-K1-E3 

BLASTX 

g417103 

432 

5.0e-57 

121 
98 

HISTONE H3.2, MINOR >gi_28287 l_pir_ 



S24346 histone 



30920 



H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA4 2957_ (X60429) ' histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA5844 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4 0384 69_gb_AAC97 380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_embj3AB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219664 

LIB3149-029-Q1-K1-E4 

BLASTX 

gl053047 

387 

1.0e-37 

92 
87 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219665 

LIB314 9-029-Q1-K1-F10 

BLASTX 

g3024020 

653 

1.0e-68 

129 
94 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi__2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219666 

LIB314 9-029-Q1-K1-F11 

BLASTX 

g4455274 

465 

1.0e-46 

115 

77 

(AL035527) 
thaliana] 



spliceosome associated protein-like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



219667 

LIB314 9-02 9-Q1-K1-F2 
BLASTX 



30921 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl665777 
342 

3.0e-32 

118 

52 

(D87444) 
(S25110) 



Similar to S.cerevisiae 
[Homo sapiens] 



EMP70 protein precursor 



219668 

LIB314 9-029-Q1-K1-F3 

BLASTX 

g4128197 

375 

6.0e-37 

121 

64 

(U75273) acyl-CoA binding protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



219669 

LIB314 9-029-Q1-K1-F6 

BLASTX 

gll71429 

407 

3.0e-40 

81 

63 

(U44028) CKC [Arabidopsis thaliana] 
219670 

LIB314 9-029-Q1-K1-F7 

BLASTX 

g2160168 

610 

1.0e-63 

137 

87 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652). ESTs 
gb__T41853, gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



219671 

LIB314 9-02 9-Q1-K1-F8 

BLASTX 

g2662341 

422 

1.0e-41 

90 
92 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2 662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660_ 
[Oryza sativa] 

219672 

LIB314 9-02 9-Q1-K1-F9 
BLASTX 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



30922 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2529675 
231 

3.0e-19 

77 
61 

(AC002535) putative AP2 domain containing protein 
[Arabidopsis thaliana] 

219673 

LIB314 9-02 9-Q1-K1-G1 

BLASTX 

g3482917 

211 

6.0e-17 

49 
76 

(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 





Seq. No. 


219674 




Seq. ID 


LIB314 9-029-Q1-K1-G12 




Method 


BLAST N 




; NCBI GI 


g2687434 




BLAST score 


334 




E value 


0 . Oe+00 




Match length 


419 




% identity 


95 




NCBI Description 


Eucryphia lucida large subunit 26S ribosoma. 


-as? 




nartisl spnupnrp 

CJL J- ^ _l_ <_*i J- kj 




Seq. No. 


219675 




Seq. ID 


LIB314 9-02 9-Q1-K1-G3 




Method 


BLASTX 




NCBI GI 


g4415996 




BLAST score 


531 




E value 


2.0e-54 




Match length 


115 




% identity 


87 




NCBI Description 


(AF059290) beta-tubulin 4 [Eleusine indica] 




Seq. No. 


219676 




Seq. ID 


LIB314 9-029-Q1-K1-G5 




Method 


BLASTX 




NCBI GI 


g3935167 




BLAST score 


203 




E value 


2.0e-16 




Match length 


43 




% identity 


88 




NCBI Description 


(AC004557) F17L21.10 [Arabidopsis thaliana] 




Seq. No. 


219677 




Seq. ID 


LIB314 9-029-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


g4580384 




BLAST score 


288 




E value 


6.0e-26 



30923 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



58 
98 

(AC007184) putative histone H2B [Arabidopsis thaliana] 
219678 

LIB314 9-029-Q1-K1-H12 

BLASTX 

g464987 

663 

8.0e-70 

124 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi__34 9213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

219679 

LIB314 9-029-Q1-K1-H3 

BLASTX 

g2661840 

382 

6.0e-37 

116 
59 

(Y15430) adenosine kinase [ Physcomitrella patens] 
219680 

LIB314 9-029-Q1-K1-H4 

BLASTX 

g2832664 

187 

4.0e-14 

78 
45 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 

219681 

LIB314 9-029-Q1-K1-H7 

BLASTX 

gl370589 

188 

4.0e-14 

88 
51 

(X98304) protein induced upon tuberization [Solanum 
demissum] 

219682 

LIB314 9-030-Q1-K1-A10 

BLASTX 

g4206196 

290 



30924 



fl 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

katch length 

% identity 

NCBI Description 



3.0e-26 

90 

67 

(AF071527] 



hypothetical protein [Arabidopsis thaliana] 



219683 

LIB314 9-030-Q1-K1-A12 

BLASTX 

g!888557 

545 

5.0e-56 
124 

78 

(U89841) diadenosine 5 1 , 5 1 1 ' -PI, P4-tetraphosphate hydrolase 
[Lupinus angustif olius] 

219684 

LIB314 9-030-Q1-K1-A2 

BLASTX 

gll72873 

423 

8.0e-42 

85 

74 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 18 57__pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj__BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219685 

LIB314 9-030-Q1-K1-A5 

BLASTX 

g399900 

189 

2.0e-14 

96 
47 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HATS (HD-ZIP PROTEIN 5) 

(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir S16325 homeotic 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 

219686 

LIB314 9-030-Q1-K1-A8 

BLASTX 

g2160322 

422 

1.0e-41 
101 

79 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 



Seq. No. 
Seq. ID 

Method 



219687 

LIB3149-030-Q1-K1-B1 
BLASTX 



30925 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464707 
457 

8.0e-46 

104 

84 

4 OS RIBOSOMAL 
protein S18.A 



S37496 ribosomal 



PROTEIN S18 >gi_480908_pir_ 
- Arabidopsis thaliana 
>gi_4 05613_emb_CAA80684__ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA8 2 2 7 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 9 0 6_emb_CAA8 2 2 7 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gbJT21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Q q rr Mn 
O e • IN U . 


91 Q6ftR 


Seq. ID 


LIB314 9-030-Q1-K1-B10 


Method 


BLASTX 


IN U D ± \j± 


rrA M 9 1 99 


tiJLi/io i score 


C/l ^ 
J^i J 


E value 


i . ue jj 


L w ld LLI1 -LcIiyLIl 


1 A S 

J. *± sj 


% identity 




NCBI Description 


(AFUlziy) cnorismate mutase 


Seq. No. 


219689 


Seq. ID 


LIB314 9-030-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g231660 


BLAST score 


360 


;E value 


2.0e-34 


Match length 


122 


% identity 


57 


NCBI Description 


HYPOTHETICAL 22 6 KD PROTEIN i 


Seq. No. 


219690 


Seq. ID 


LIB314 9-030-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


260 


E value 


1.0e-22 


Match length 


103 


% identity 


38 


NCBI Description 


(U90212) DNA binding protein 


Seq. No. 


219691 


Seq. ID 


LIB314 9-030-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3850823 


BLAST score 


329 


E value 


9.0e-31 



3 [Arabidopsis thaliana] 



(ORF 1901) 



30926 



Match length 


122 


% "i Hpnt "i t v 


53 


NCBI Description 


(Y18351) U2 snRNP auxiliary factor, large 




[Nicotiana pluiubaginifolia] 


Seq. No. 


219692 


Seq. ID 


LIB314 9-030-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


557 


E value 


2 . Oe-57 


Match lencrth 


139 


% i dent it v 


71 


NCBI Description 


(AC004 481) ankyrin-like protein [Arabidop: 


Seq. No. 


219693 


Seq. ID 


LIB314 9-030-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


570 


E va 1 ne 


4 . Oe-59 


Match lencrth 


113 


% identity 


98 


MPRT DP k< ^r , T"i nfi on 


( D8 R 4 1 4 ^ apt -I n f Cpi c; q uni nm h i T^n t inn 1 


Sea No 


219694 


Seq. ID 


LIB314 9-030-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


482 


E value 


1.0e-48 


Match length 


122 


% identity 


80 


NCBI Description 


ACTIN 2/7 >gi 2129525 pir S71210 actin 2 



Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219695 

LIB314 9-030-Q1-K1-C5 

BLASTX 

gl32866 

609 

1.0e-63 

116 
97 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 >gi__7108 6_pir R5NT2 

ribosomal protein L2 - common tobacco chloroplast 
>gi_435269_emb_CAA77384_ (200044) ribosomal protein L2 
[Nicotiana tabacum] >gi_1223691_emb_CAA774 09_ (Z00044) 
ribosomal protein L2 [Nicotiana tabacum] 

>gi_225238_prf 1211235BW ribosomal protein L2 [Nicotiana 

tabacum] 



Seq. No. 
Seq. ID 



219696 

LIB314 9-030-Q1-K1-C6 



30927 



Method 


BLASTX 


NCBI GI 


g2911044 


BLAST score 


119 


E value 


9.0e-12 


Match length 


107 


% identity 


43 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana 


Seq. No. 


219697 


Seq. ID 


LIB314 9-030-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


577 


E value 


8.0e-60 


Match length 


127 


% identity 


91 


NCBI Description 


ETHYLENE- INDUCIBLE PROTEIN HEVER >gi 2129913 pir 




ethylene-responsive protein 1 - Para rubber tree 




>gi_1209317 (M88254) ethylene-inducible protein [ 




bras i liens is] 


Seq. No. 


219698 


Seq. ID 


LIB314 9-030-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


502 


E value 


6. Oe-51 


Match length 


101 


% identity 


92 


NCBI Description 


(AF012823) GDP dissociation inhibitor rNirotiana 


Seq. No. 


219699 


Seq. ID 


LIB314 9-030-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2853081 


BLAST score 


174 


E value 


2.0e-12 


Match length 


55 


% identity 


60 


NCBI Description 


(AL021768) ATP binding protein - like [Arabidopsi 




thaliana] 


Seq. No. 


219700 


Seq. ID 


LIB314 9-030-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2853081 


BLAST score 


163 


E value 


3. 0e-ll 


Match length 


55 


% identity 


56 


NCBI Description 


(AL0217 68) ATP binding protein - like [Arabidopsi: 




thaliana] 


Seq. No. 


219701 


Seq. ID 


LIB314 9-030-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4559388 



Hevea 



30928 



BLAST score 


* 321 


E value 


1.0e-29 


Match length 


90 


% identity 


58 


NCBI Description 


(AC006526) hypothetical protein [Arabidopsis thai: 


Seq. No. 


219702 


Seq. ID 


LIB314 9-030-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2 911044 


BLAST score 


160 


E value 


5.0e-15 


Match length 


119 


% identity 


44 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana 


Seq. No. 


219703 


Seq. ID 


LIB314 9-030-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


465 


E value 


1.0e-46 


Match length 


127 


% identity 


68 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


219704 


Seq. ID 


LIB314 9-030-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2129709 


BLAST score 


226 


E value 


1 . Oe-18 


Match length 


105 


% identity 


43 


NCBI Description 


reverse transcriptase - Arabidopsis thaliana 




retrotransposon Tall-1 >gi_976278 (L47193) revers> 




transcriptase [Arabidopsis thaliana] 


Seq. No. 


219705 


Seq. ID 


LIB314 9-030-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2499498 


BLAST score 


197 


E value 


3.0e-15 


Match length 


119 


% identity 


42 


NCBI Description 


PHOSPHOGLYCERATE KINASE, CYTOSOLIC 



>gi_1161602_emb_CAA8884 0_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 



Seq. No. 219706 

Seq. ID LIB3149-030-Q1-K1-E10 

Method BLASTX 

NCBI GI gl053047 

BLAST score 4 60 

E value 5.0e-46 

Match length 92 



30929 



% identity 100 

NCBI Description (U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 

histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 


219707 


Seq. ID 


LIB314 9-030-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g!076583 


BLAST score 


147 


E value 


2.0e-09 


Match length 


38 


% identity 


82 


NCBI Description 


histone H3 variant H3.3 - tomato (fragment) 


Seq. No. 


219708 


Seq. ID 


LIB314 9-030-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2833311 


BLAST score 


261 


E value 


1.0e-22 


Match length 


75 


% identity 


64 


NCBI Description 


HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME 




>gi_630728_pir S43605 R07E5.13 protein (clone R07E: 




Caenorhabditis elegans >gi_3878946 emb CAA83622 {Z: 




R07E5.13 [Caenorhabditis elegans] 


Seq. No. 


219709 


Seq. ID 


LIB314 9-030-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


242 


E value 


2.0e-20 


Match length 


107 


% identity 


43 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and major#latex protein, 




gp_X91961_1107495 [Arabidopsis thaliana] 


Seq. No. 


219710 


Seq. ID 


LIB314 9-030-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl877397 


BLAST score 


190 


E value 


2.0e-14 


Match length 


45 


% identity 


80 


NCBI Description 


(Y11591) shaggy-like kinase [Ricinus communis] 


Seq. No. 


219711 


Seq. ID 


LIB3149-030-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl31276 


BLAST score 


591 


E value 


2.0e-61 


Match length 


126 



30930 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

219712 

LIB314 9-030-Q1-K1-F11 

BLASTX 

g730645 

546 

4.0e-56 

119 

91 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



219713 

LIB314 9-030-Q1-K1-F7 

BLASTX 

g4204095 

425 

5.0e-42 

123 

63 

(AF030260) CYP94A1 [Vicia sativa] 
219714 

LIB314 9-030-Q1-K1-F8 

BLASTX 

g4454097 

272 

5.0e-24 

67 

76 

(X85206) hybrid proline-rich protein [Catharanthus roseus] 



219715 

LIB314 9-030-Q1-K1-G1 

BLASTX 

g2055384 

258 

2.0e-22 

93 
33 

(U69633) cold-stress inducible protein 



[Solanum tuberosum] 



219716 

LIB3149-030-Q1-K1-G11 



30931 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2266949 

627 

1.0e-65 

131 
92 

(AF008940) phosphoenolpyruvate carboxylase 2 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219717 

LIB314 9-030-Q1-K1-G12 

BLASTX 

g2196878 

545 

6.0e-56 

108 
92 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 
plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219718 

LIB314 9-030-Q1-K1-G3 

BLASTN 

g767700 

3.0e-14 

117 
84* 

Carrot mRNA 
regulator) , 



for DNA-binding protein 
partial cds, CHB6 



(transcriptional 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

F, value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219719 

LIB314 9-030-Q1-K1-G5 

BLASTX 

g4530066 

238 

5.0e-20 

119 

39 

(AF060544) 
sapiens] 



androgen receptor associated protein 54 [Homo 



219720 

LIB314 9-030-Q1-K1-G7 

BLASTX 

gll2863 

670 

1.0e-70 

135 
87 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 

>gi_100227_pir S12209 hypothetical protein - tomato 

>gi_19162_emb_CAA38 97 9_ (X55193) 9612 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



219721 

LIB314 9-030-Q1-K1-G8 



30932 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gll2863 

615 

3.0e-64 
134 

82 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 

>gi_100227_pir S12209 hypothetical protein - tomato 

>gi_19162_emb__CAA38979_ (X55193) 9612 [Lycopersicon 
esculentum] 

219722 

LIB314 9-030-Q1-K1-H10 

BLASTX 

g4235430 

444 

4 .Oe-44 

136 
68 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
219723 

LIB314 9-030-Q1-K1-H12 

BLASTX 

gl477428 

652 

2.0e-68 

141 

89 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
219724 

LIB314 9-030-Q1-K1-H4 

BLASTX 

g3005065 

471 

2.0e-47 

125 
68 

(AF043325) N-myristoyltransf erase 2 [Homo sapiens] 
219725 

LIB314 9-030-Q1-K1-H5 

BLASTX 

g3212870 

165 

5.0e-12 

54 

67 

(AC004005) putative N-myristoyltransf erase [Arabidopsis 
thaliana] 

219726 

LIB314 9-030-Q1-K1-H8 

BLASTX 

gll73194 

531 



30933 



E value 
Match length 
% identity 
NCBI Description 



2.0e-54 

117 

85 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST 

>gi_2119093_pir S59594 ribosomal prote 

chloroplast - Arabidopsis thaliana >gi_ 
(Z17611) chloroplast 30S ribosomal prot 
thaliana] >gi_662869_emb_CAA88028_ (Z47 
ribosomal protein S13 [Arabidopsis thai 
>gi_1107483_emb_CAA63021_ (X91955) 30S 
S13 [Arabidopsis thaliana] >gi_1515107 
(X86734) plastid ribosomal protein S13 
thaliana] 



PRECURSOR (CS 13) 
in S13 precursor, 
16767_emb_CAA7 9013 
ein S13 [Arabidops 
986) chloroplast 
iana] 

ribosomal protein 
emb__CAA60413_ 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219727 

LIB314 9-030-Q1-K1-H9 

BLASTX 

g!173194 

348 

4 .Oe-33 

98 
71 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST 

>gi_2119093_pir S59594 ribosomal prote 

chloroplast - Arabidopsis thaliana >gi_ 
(Z17611) chloroplast 30S ribosomal prot 
thaliana] >gi_6628 69_emb_CAA88028_ (Z47 
ribosomal protein S13 [Arabidopsis thai 
>giJL107483_emb_CAA63021_ (X91955) 30S 
S13 [Arabidopsis thaliana] >gi_1515107 
(X86734) plastid ribosomal protein S13 
thaliana] 



PRECURSOR (CS13) 
in S13 precursor, 
167 67_emb_CAA7 90 13 
ein S13 [Arabidops 
986) chloroplast 
iana] 

ribosomal protein 

emb_CAA60413_ 

[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219728 

LIB3149-031-Q1-K1-A1 

BLASTX 

g2497543 

277 

1.0e-24 

112 
50 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_5420 61_pir S41379 

pyruvate kinase - common tobacco >gi_4 4402 3_emb_CAA8 262 8_ 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219729 

LIB3149-031-Q1-K1-A10 

BLASTX 

g303742 

472 

2.0e-47 

95 
97 

(D12544) GTP-binding protein [Pisum sativum] 

>gi_738936_prf 2001457D GTP-binding protein [Pisum 

sativum] 



30934 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219730 

LIB314 9-031-Q1-K1-A11 

BLASTX 

g2829275 

275 

2.0e-24 

108 
55 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi__4539375_emb__CAB4 0069 . 1_ 
(AL04 9525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 

219731 

LIB3149-031-Q1-K1-A3 

BLASTX 

g2764941 

303 

9.0e-28 

82 
66 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

219732 

LIB314 9-031-Q1-K1-A7 

BLASTX 

g2500376 

486 

4 .0e-49 

102 
92 

60S RIBOSOMAL PROTEIN L34 >gi_42 62177_gb__AAD144 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 

219733 

LIB314 9-031-Q1-K1-B11 

BLASTX 

g267073 

419 

3.0e-58 

118 

99 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320 18 4_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

219734 

LIB314 9-031-Q1-K1-B2 

BLASTX 

g3914136 

162 

4.0e-ll 



30935 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
59 

NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) 

>gi_2 632171_emb_CAA05771_ (AJ002958) lipid transfer protein 

[Cicer arietinum] 

219735 

LIB314 9-031-Q1-K1-B8 

BLASTX 

gl711572 

472 

1.0e-47 

94 
91 

SUCCINYL-COA LIGASE (GDP- FORMING) , ALPHA-CHAIN PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_1076415__pir S30579 succinate — CoA ligase (GDP-f orming) 

(EC 6.2.1.4) alpha chain - Arabidopsis thaliana (fragment) 
>gi_16510__emb_CAA488 91_ (X69138) succinate — CoA ligase 
(GDP-f orming) [Arabidopsis thaliana] 



o e q . no. 


ziy / jo 


Qarr T Pi 
Oct]. 1U 


Lt±n>D± i ±^y U Jl yj- J\X ^J. 


Mpf h nci 


BLASTX 


NCBI GI 


g2642435 


BLAST score 


305 


E value 


4.0e-28 


Match length 


70 


% identity 


76 


NCBI Description 


(AC002391) MYB-related protein [Arabidopsi 


Seq. No. 


219737 


Seq. ID 


LIB314 9-031-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3334197 


BLAST score 


629 


E value 


7.0e-66 


Match length 


127 


% identity 


94 


NCBI Description 


AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE < 




PROTEIN) >gi_28944 00_emb__CAA94 902_ (Z71184 




[Flaveria anomala] 


Seq. No. 


219738 


Seq. ID 


LIB314 9-031-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g547886 


BLAST score 


384 


E value 


2.0e-43 


Match length 


111 


% identity 


83 



NCBI Description 



MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_108 4 4 44_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 
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(EC 1.1.1.40) - Flaveria pringlei >gi_459441_emb_CAA54 986 
(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219739 

LIB3149-031-Q1-K1-C4 

BLASTX 

gl222552 

494 

3.0e-50 

107 
82 

(U4 9330) pectin methylesterase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219740 

LIB3149-031-Q1-K1-C7 

BLASTX 

g4490705 

497 

2.0e-50 

113 
88 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 



Seq. No. 


219741 ' 


Seq. ID 


LIB314 9-031-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3297815 


BLAST score 


248 


E value 


3.0e-21 


Match length 


60 


% identity 


78 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


219742 


Seq. ID 


LIB314 9-031-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


283 


E value 


3.0e-25 


Match length 


121 


% identity 


46 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and maj ortlatex protein, 




gp X91961 1107495 [Arabidopsis thaliana] 


Seq. No. 


219743 


Seq. ID 


LIB3149-031-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2970641 


BLAST score 


695 


E value 


1.0e-73 


Match length 


131 



% identity 92 

NCBI Description (AF052194) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219744 

LIB314 9-031-Q1-K1-D5 

BLASTX 

g3395432 

314 

6.0e-29 

69 

81 

(AC004683) unknown protein [Arabidopsis thaliana] 
219745 

LIB314 9-031-Q1-K1-D6 

BLASTX 

gl439609 

114 

1.0e-13 

67 
69 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

219746 

LIB314 9-031-Q1-K1-D7 

BLASTX 

g3096949 

338 

8.0e-32 

82 

82 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

219747 

LIB314 9-031-Q1-K1-D8 

BLASTX 

gll73256 

341 

4.0e-32 

92 

76 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882__ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

219748 

LIB314 9-031-Q1-K1-E1 

BLASTX 

gll2697 

301 

2.0e-27 

107 

62 

14 KD PROLINE-RICH PROTEIN DC2.15 PRECURSOR 

>gi_4 8 6809_pir S35714 proline-rich protein, 14K, embryonic 
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- carrot >gi_18316_emb_CAA3347 6_ (X15436) 14 kD protein (AA 
1-137) [Daucus carota] 



Seq. No. 


219749 


Seq. ID 


LIB314 9-031-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl653767 


BLAST score 


152 


E value 


2 . Oe-10 


Match length 


61 


% identity 


49 


NCBI Description 


(D90916) oligopeptidase A 


Seq. No. 


219750 


Seq. ID 


LIB3149-031-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3395441 


BLAST score 


378 


Fj value 


1 . Oe-36 


Match length 


98 


% identity 


80 


NCBI Description 


(AC004 683) unknown protein 


Seq. No. 


219751 


Seq. ID 


LIB314 9-031-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


463 


E value 


2.0e-46 


Match length 


92 


% identity 


92 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

219752 

LIB314 9-031-Q1-K1-E7 

BLASTX 

gl20669 

285 

6.0e-27 

82 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

219753 

LIB314 9-031-Q1-K1-E8 

BLASTX 

gl420936 

531 

2.0e-54 
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Match length 


126 


% identity 


77 


NCBI Description 


(U61396) Vigna unguiculata aspartic proteinase mRNA, 




complete cds. [Vigna unguiculata] 


Seq. No. 


219754 


Seq. ID 


LIB314 9-031-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2500354 


BLAST score 


293 


E value 


2.0e-26 


Match length 


63 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 (EQM) >gi_l 9028 94_db j_BAAl 94 62 




(AB001891) QM family protein [Solanum melongena] 


Seq. No. 


219755 


Seq. ID 


LIB314 9-031-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


g557681 


BLAST score 


43 


E value 


6.0e-15 


Match length 


119 


% identity 


84 


NCBI Description 


Z.mays mRNA for ribosomal protein S28 


Seq. No. 


219756 


Seq. ID 


LIB314 9-031-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3123271 


BLAST score 


438 


E value 


2 ,0e-43 


Match length 


104 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S6 >gi 2224751 emb CAA74381 (Y140 




ribosomal protein S6 [Arabidopsis thaliana] 


Seq. No. 


219757 


Seq. ID 


LIB314 9-031-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


583 


E value 


2 .0e-60 


Match length 


128 


% identity 


86 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


219758 


Seq. ID 


LIB314 9-031-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2980781 


BLAST score 


273 


E value 


4.0e-24 


Match length 


73 


% identity 


74 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 
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Seq. No. 


219759 




Seq. ID 


LIB314 9-031-Q1-K1-H12 




Method 


BLASTX 




NCBI GI 


gl856971 




BLAST score 


388 




E value 


1 . Oe-37 




Match length 


83 




% identity 


89 




NCBI Description 


(D26058) This gene is specifically expressed at the S pha; 






during the cell cycle in the synchronous culture of 






periwinkle cells. [Catharanthus roseus] 




Seq. No. 


219760 




Seq. ID 


LIB314 9-031-Q1-K1-H3 




Method 


BLASTX 




NCBI GI 


g3860250 




BLAST score 


377 




E value 


2.0e-36 


i — 1: 


Match length 


129 




% identity 


60 


r: 


NCBI Description 


(AC005824) putative chloroplast prephenate dehydratase 


yj 




[Arabidopsis thaliana] 




Seq. No. 


219761 




Seq. ID 


LIB314 9-031-Q1-K1-H7 




Method 


BLASTN 




NCBI GI 


g2244733 




BLAST score 


33 




E value 


4 ,0e-09 


§rs=K 


Match length 


33 




% identity 


100 


rr 


NCBI Description 


Cotton mRNA for actin, clone CF456, partial cds 




Seq. No. 


219762 




Seq. ID 


LIB314 9-031-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


gl666173 




BLAST score 


278 




E value 


4.0e-25 




Match length 


70 




% identity 


80 




NCBI Description 


(Y09106) transcription factor [Nicotiana plumbagini folia] 




Seq. No. 


219763 




Seq. ID 


LIB3149-031-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


g498906 




BLAST score 


235 




E value 


3.0e-20 




Match length 


53 




% identity 


83 




NCBI Description 


(U10046) ribosomal protein L27 homolog [Pisum sativum] 




Seq. No. 


219764 




Seq. ID 


LIB314 9-032-Q1-K1-A10 




Method 


BLASTX 




NCBI GI 


g3319342 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

8.0e-25 

95 
30 

(AF077407) similar to mitochondrial carrier proteins (Pfam 
mit_carr.hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 


219765 


Seq. ID 


LIB314 9-032-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3688177 


BLAST score 


531 


E value 


2.0e-54 


Ti It 1 1 T „ T_ 

Match length 


I/O 


% identity 


70 


NCBI Description 


(AL031804) putative protein [Arabidopsis 


Seq. No. 


219766 


Seq. ID 


LIB3149-032-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl399380 


BLAST score 


649 


E value 


3.0e-68 


Match length 


133 


% identity 


87 


NCBI Description 


(U43683) S-adenosyl-L-methionine:delta24- 




methyltransf erase [Glycine max] 


Seq. No. 


219767 


Seq. ID 


LIB314 9-032-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


383 


E value 


5 . Oe-37 


Match length 


112 


% identity 


69 


NCBI Description 


(AC002505) putative permease [Arabidopsi; 


Seq. No. 


219768 


Seq. ID 


LIB314 9-032-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3688177 


BLAST score 


183 


E value 


4.0e-14 


Match length 


66 


% identity 


58 


NCBI Description 


(AL031804) putative protein [Arabidopsis 


Seq. No. 


219769 


Seq. ID 


LIB314 9-032-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


257 


E value 


3.0e-22 


Match length 


76 


% identity 


67 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2} 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2 911051_emb_CAA17 561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

219770 

LIB3149-032-Q1-K1-B1 

BLASTX 

g2136139 

297 

5.0e-27 

124 

14 

sds22 protein homolog - human >gi_1085028_emb_CAA90626_ 
(Z50749) yeast sds22 homolog [Homo sapiens] 

>gi_1585165_prf 2124310A sds22 gene [Homo sapiens] 

>gi_4506013_ref_NP_002703. l_pPPPlR7__ protein phosphatase 1, 
regulatory subunit 

219771 

LIB314 9-032-Q1-K1-B10 

BLASTX 

gl928981 

558 

1.0e-57 

117 
62 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

219772 

LIB314 9-032-Q1-K1-B12 

BLASTX 

gl710424 

305 

1.0e-28 

79 

86 

SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573_emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

219773 

LIB314 9-032-Q1-K1-B2 

BLASTX 

g3738315 

153 

3.0e-27 

95 
73 

(AC005170) unknown protein [Arabidopsis thaliana] 
219774 

LIB314 9-032-Q1-K1-B6 

BLASTX 

gl710424 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

2.0e-15 

90 
61 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573_emb_CAA8 9887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



219775 

LIB314 9-032-Q1-K1-B7 

BLASTX 

g3695383 



BLAST score 


572 


E value 


3.0e-59 


Match length 


118 


% identity 


88 


NCBI Description 


(AFO 9637 0) similar to inorganic pyrophosphatase 




PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arab. 




thaliana] 


Seq. No. 


219776 


Seq. ID 


LIB314 9-032-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g3128141 


BLAST score 


33 


E value 


6*0e-09 


Match length 


45 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MQD22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


219777 


Seq. ID 


LIB314 9-032-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g495725 


BLAST score 


453 


E value 


3 . 0e-45 


Match length 


133 


% identity 


69 


NCBI Description 


(L25042) acetyl-CoA carboxylase [Medicago sativa 


Seq. No. 


219778 


Seq. ID 


LIB314 9-032-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


353 


E value 


2.0e-33 


Match length 


70 


% identity 


96 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


219779 


Seq. ID 


LIB314 9-032-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3600047 


BLAST score 


456 



PI clone: 



30944 




E value 


1.0e-45 


Match length 


124 


% identity 


71 


NCBI Description 


(AF080120) similar to elongation factor EF-Ts [Arabidopsis 




thaliana] 


Seq. No. 


219780 


Seq. ID 


LIB3149-032-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


661 


E value 


1.0e-69 


Match length 


129 


% identity 


98 


NCBI Description 


(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 




arietinum] 


Seq. No. 


219781 


Seq. ID 


LIB314 9-032-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2894592 


BLAST score 


407 


R va 1 n e 

J_J v t_U- __L- 


8 . Oe-40 




92 


% identitv 


78 


NCBI Description 


(AL021889) predicted protein [Arabidopsis thaliana] 


Seq. No. 


219782 


Seq. ID 


LIB314 9-032-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g495725 


BLAST score 


313 


E value 


6. Oe-29 


Mafch 1 PTtcrth 


117 


% identity 


56 


NCBI Description 


(L25042) acetyl— CoA carboxylase [Medicago sativa] 


Seq. No. 


219783 


Seq. ID 


LIB314 9-032-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4158221 


BLAST score 


679 


E value 


1.0e-71 


Match length 


140 


% identity 


88 


NCRT npsfrintion 

LN J-J J. J— ^ V— * O V** J_ — L. KJ .JL ^— ' i 1 


(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 


Seq. No. 


219784 


Seq. ID 


LIB314 9-032-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl351365 


BLAST score 


183 


JZj V d_L Lit: 


-L • U C J- _> 


Match length 


51 


% identity 


67 


NCBI Description 


UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 




(CR6) >gi_2130002_pir S68969 ubiquinol--cytochrome-c 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA57768_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 

219785 

LIB314 9-032-Q1-K1-C9 

BLASTX 

g4204761 

353 

1.0e-33 

92 
73 

(U51192) peroxidase precursor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219786 

LIB314 9-032-Q1-K1-D12 

BLASTX 

gl707955 

614 

4.0e-64 

119 

97 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 

{ GLUTAMATE- -AMMONIA LIGASE) >gi_1134896_emb_CAA63981_ 

(X94320) glutamine synthetase [Vitis vinifera] 

219787 

LIB314 9-032-Q1-K1-D3 

BLASTX 

gl350930 

281 

4.0e-25 

55 

100 

4 OS RIBOSOMAL PROTEIN S13 
219788 

LIB314 9-032-Q1-K1-D4 

BLASTX 

gll9530 

266 

3.0e-23 

140 

18 

PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR 

(ERP72) >gi_87320_pir A23723 protein disulf ide-isomerase 

{EC 5.3.4.1) ERp72 precursor - human >gi_181508 (J05016) 
protein disulfide isomerase-related protein [Homo sapiens] 

219789 

LIB314 9-032-Q1-K1-D5 

BLASTX 

g!19530 

230 

4.0e-19 

100 

17 

PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR 
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(ERP72) >gi_87320_pir A23723 protein disulf ide-isomerase 

(EC 5.3.4.1) ERp72 precursor - human >gi__181508 (J05016) 
protein disulfide isomerase-related protein [Homo sapiens] 



Seq. No. 


219790 


Seq. ID 


LIB3149-032-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3297815 


BLAST score 


506 


E value 


1. Oe-51 


Match length 


119 


% identity 


79 


NCBI Description 


(AL031032) putative protein [Arabidopsis 


Seq. No. 


219791 


Seq. ID 


LIB314 9-032-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3288823 


BLAST score 


292 


E value 


2.0e-26 


Match length 


81 


% identity 


68 


NCBI Description 


(AF063852) FUS5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219792 

LIB314 9-032-Q1-K1-E1 

BLASTX 

g3281858 

547 

3.0e-56 

129 
81 

(AL031004) 
thaliana] 



ribosomal protein S6 - like [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219793 

LIB314 9-032-Q1-K1-E11 

BLASTX 

gll73218 

452 

2.0e-45 

99 
98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L274 61) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219794 

LIB314 9-032-Q1-K1-F1 

BLASTX 

gl20669 

619 

1.0e-64 

136 
90 

GLYCERALDEHYDE 
>gi_66014_pir_ 



3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
DEJMG glyceraldehyde-3-phosphate 
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dehydrogenase (EC 1,2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


219795 


Seq. ID 


LIB314 9-032-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2245069 


BLAST score 


263 


E value 


3.0e-24 


Match length 


78 


% identity 


71 


NCBI Description 


(Z97 342) hypothetical 


Seq. No. 


219796 


Seq. ID 


LIB3149-032-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


308 


E value 


3. Oe-28 


Match length 


78 


% identity 


71 


NCBI Description 


(Y12636) allene oxide 


Seq. No. 


219797 


Seq. ID 


LIB314 9-032-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl931652 


BLAST score 


347 


E value 


9.0e-33 


Match length 


93 


% identity 


70 


NCBI Description 


(U95973) phosphatidyl. 



5-kinase isolog 



[Arabidopsis thaliana] 



Seq. No. 


219798 


Seq. ID 


LIB314 9-032-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


663 


E value 


7.0e-70 


Match length 


135 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


219799 


Seq. ID 


LIB3149-032-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


159 


E value 


1.0e-10 


Match length 


48 


% identity 


60 


NCBI Description 


(AL035539) putative pectinesterase [Arabidopsis 


Seq. No. 


219800 


Seq. ID 


LIB314 9-032-Q1-K1-G4 



30948 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023651 

150 

1.0e-09 

49 
59 

D-LACTATE DEHYDROGENASE [CYTOCHROME] PRECURSOR {D-LACTATE 
FERRI CYTOCHROME C OXIDOREDUCTASE ) (D-LCR) 

>gi__1076962_pir S51528 D-lactate dehydrogenase 

(cytochrome) (EC 1.1.2.4) - yeast (Kluyveromyces marxianus 
var. lactis) >gi_602029_emb_CAA50635_ (X71628) D-lactate 
dehydrogenase (cytochrome) [Kluyveromyces lactis] 

219801 

LIB314 9-032-Q1-K1-G7 

BLASTX 

gl495251 

559 

1.0e-57 

123 

86 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
219802 

LIB314 9-032-Q1-K1-H2 

BLASTX 

g4406780 

420 

2.0e-41 

93 
84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

219803 

LIB314 9-032-Q1-K1-H4 

BLASTX 

gl346524 

468 

5.0e-47 

94 

96 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_497 900 
(M734 30) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219804 

LIB314 9-032-Q1-K1-H5 

BLASTN 

g2618602 

41 

5.0e-14 

53 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



30949 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219805 

LIB3149-032-Q1-K1-H7 

BLASTX 

g2493045 

470 

3.0e-47 

110 
81 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219806 

LIB314 9-033-Q1-K1-A1 

BLASTX 

g3880858 

161 

5.0e-ll 

115 

32 

(AL031633) predicted using Genefinder; cDNA EST yk304fl2.5 
comes from this gene [Caenorhabditis elegans] 

219807 

LIB314 9-033-Q1-K1-A12 

BLASTX 

g266945 

531 

2.0e-54 

122 

87 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_207 27_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_127 9645_emb__CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219808 

LIB314 9-033-Q1-K1-A6 

BLASTX 

g464981 

636 

1.0e-66 

119 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD {UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219809 

LIB314 9-033-Q1-K1-A7 

BLASTX 

gl35452 

605 

5.0e-63 
136 



30950 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



82 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) 
[Glycine max] 



S-beta-1 tubulin 



219810 

LIB3149-033-Q1-K1-A9 

BLASTX 

g3080428 

421 

2.0e-41 

124 

63 

(AL022604) putative protein [Arabidopsis thaliana] 
219811 

LIB314 9-033-Q1-K1-B1 

BLASTX 

gll73223 

490 

2.0e-49 

100 
93 

40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosomal 
protein Sll [Glycine max] 

219812 

LIB314 9-033-Q1-K1-B11 

BLASTX 

g2760330 

496 

3.0e-50 

123 

75 

(AC002130) F1N21.15 [Arabidopsis thaliana] 



219813 

LIB314 9-033-Q1-K1-B12 

BLASTX 

g3757522 

368 

3.0e-35 

98 

68 

(AC005167) putative splicing factor 



[Arabidopsis thaliana] 



219814 

LIB314 9-033-Q1-K1-B3 

BLASTX 

gl222552 

626 

2.0e-65 

132 

86 

(U49330) pectin methylesterase [Lycopersicon esculentum] 
219815 

LIB314 9-033-Q1-K1-B4 



30951 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3212869 

341 

2.0e-32 

98 
66 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



219816 

LIB314 9-033-Q1-K1-B6 

BLASTX 

gl33939 

185 

2.0e-14 

36 

92 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70865_pir R3NT3 

ribosomal protein S3 - common tobacco chloroplast 
>gi__11865_emb_CAA77381_ (Z00044) ribosomal protein S3 

[Nicotiana tabacum] >gi_225235_prf 1211235BT ribosomal 

protein S3 [Nicotiana tabacum] 

219817 

LIB3149-033-Q1-K1-B7 

BLASTX 

g544134 

340 

6.0e-32 

124 

59 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT100 PRECURSOR 

>gi__99720__pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A46260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

219818 

LIB314 9-033-Q1-K1-C1 

BLASTX 

g3860277 

584 

1.0e-60 

143 

81 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi__4 314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

219819 

LIB314 9-033-Q1-K1-C11 

BLASTX 

g285741 

434 

6.0e-43 

140 

62 

(D14550) EDGP precursor [Daucus carota] 



30952 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219820 

LIB3149-033-Q1-K1-C2 

BLASTX 

g3860277 

344 

2.0e-32 

123 

61 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 





Seq, No. 


219821 




Seq. ID 


LIB314 9-033-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


gl895084 




BLAST score 


306 




E value 


2.0e-46 




Match length 


116 




% identity 


84 




NCBI Description 


(U89897) golgi associated protein se-wap41 [Zea mays] 




Seq. No. 


219822 




Seq. ID 


LIB314 9-033-Q1-K1-C5 




Method 


BLASTX 




NCBI GI 


gl890152 




BLAST score 


204 




E value 


4.0e-16 




Match length 


80 




% identity 


50 




NCBI Description 


(X92510) allene oxide synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219823 

LIB3149-033-Q1-K1-C6 

BLASTX 

g4467095 

211 

8.0e-17 

140 

37 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219824 

LIB314 9-033-Q1-K1-C7 

BLASTN 

gl67312 

58 

6.0e-24 

58 

100 

Gossypium hirsutum vacuolar H+-ATPase catalytic subunit 
mRNA, complete cds 



Seq. No. 219825 

Seq. ID LIB3149-033-Q1-K1-C8 

Method BLASTX 

NCBI GI g3193292 



30953 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



389 

9.0e-38 

108 

74 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219826 

LIB3149-033-Q1-K1-D10 

BLASTX 

gl353157 

221 

5.0e-18 

114 

39 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_emb_CAA8 677 4_ (246794) similar to vacuolar 
biogenesis protein (pep5); cDNA EST EMBL:D27614 comes from 







this gene; cDNA EST EMBL:D34 97 4 comes from this gene 






[Caenorhabditis elegans] 


CO 


Seq. No. 


219827 - 


Jr; 


Seq. ID 


LIB314 9-033-Q1-K1-D3 




Method 


BLASTX 


Ljl 


NCBI GI 


g3860247 




BLAST score 


678 




E value 


1.0e-71 


3 


Match length 


134 




% identity 


95 




NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 




Seq. No. 


219828 




Seq. ID 


LIB314 9-033-Q1-K1-D4 




Method 


BLASTX 




NCBI GI 


g2275215 




BLAST score 


372 




E value 


1.0e-35 




Match length 


131 




% identity 


57 




NCBI Description 


(AC002337) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


219829 




Seq. ID 


LIB314 9-033-Q1-K1-D5 




Method 


BLASTX 




NCBI GI 


g2275215 




BLAST score 


386 




E value 


2.0e-37 




Match length 


125 




% identity 


62 




NCBI Description 


(AC002337) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


219830 




Seq. ID 


LIB314 9-033-Q1-K1-D6 




Method 


BLASTX 




NCBI GI 


gll25691 




BLAST score 


322 



30954 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-30 

96 
64 

(X94301) DnaJ protein [Solanum tuberosum] 
219831 

LIB314 9-033-Q1-K1-E11 

BLASTX 

g2702268 

555 

4.0e-57 

140 

71 

(AC003033) putative cellulase - [Arabidopsis thaliana] 
219832 

LIB314 9-033-Q1-K1-E12 

BLASTX 

g567893 

165 

9.0e-12 

75 
48 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

219833 

LIB314 9-033-Q1-K1-E3 

BLASTX 

g2369766 

537 

5.0e-55 

138 

75 

(AJ001304) hypothetical protein [Citrus x paradisi] 
219834 

LIB314 9-033-Q1-K1-E4 

BLASTX 

g4377374 

239 

4.0e-20 

139 

37 

(AE001684 ) Adenosylmethionine-8-Amino-7-Oxononanoate 
Aminotransferase [Chlamydia pneumoniae] 

219835 

LIB314 9-033-Q1-K1-F1 

BLASTX 

g3878134 

219 

9.0e-18 

75 
49 

(Z68218) K01H12.1 [Caenorhabditis elegans] 



30955 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219836 

LIB314 9-033-Q1-K1-F10 

BLASTX 

g3024127 

752 

3.0e-80 

141 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENO SYLT RAN SFE RASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb__CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 


219837 


Seq. ID 


LIB314 9-033-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g544134 


BLAST score 


343 


E value 


3 . Oe-32 


Match length 


131 


% identity 


61 


NCRT DpsrriDt ion 


DNA- DAMAGE -RE PAIR /TOLERATION PROTEIN DRTlOi 




>gi 99720 pir S22863 hypothetical protein 




thaliana >gi 4~21844 pir A4 6260 RecA funct; 




DRT100 - Arabidopsis thaliana (fragment) 


Seq. No. 


219838 


Seq. ID 


LIB314 9-033-Q1-K1-F4 




BLASTX 


NCR! GI 


a3759184 


BLAST score 


451 


E value 


6.0e-45 


Liu L->V^»11 _1_ 1 1 ^ Lli 


128 


& i Hpn t 1 1" V 


65 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


219839 


Seq. ID 


LIB3149-033-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4102858 


BLAST score 


40 


E value 


2.0e-13 


Match length 


44 


% identity 


98 


NCBI Description 


Populus tremuloides cytoplasmic superoxide 




(SODcytl) mRNA, complete cds 


Seq. No. 


219840 


Seq. ID 


LIB314 9-033-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


408 


E value 


5.0e-40 


Match length 


110 


% identity 


75 



NCBI Description 



HISTONE H2A >gi_1001 61_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 



30956 



- 149) [Petroselinum crispum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219841 

LIB314 9-033-Q1-K1-F9 

BLASTX 

g3334441 

301 

2.0e-27 

142 
29 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219842 

LIB314 9-033-Q1-K1-G11 

BLASTX 

g4337189 

343 

2.0e-32 

88 

72 

(AC006403) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219843 

LIB314 9-033-Q1-K1-G2 

BLASTX 

g3421413 

193 

1.0e-14 

43 

84 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219844 

LIB314 9-033-Q1-K1-G4 

BLASTX 

g4512667 

609 

2.0e-63 

144 

77 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219845 

LIB314 9-033-Q1-K1-G5 

BLASTX 

g2160166 

281 

5.0e-25 

136 
42 

(AC000132) No definition line found [Arabidopsis thaliana] 



30957 





Seq. No. 


219846 




Seq. ID 


LIB314 9-033-Q1-K1-G8 




Method 


BLASTX 




NCBI GI 


gll6343 




BLAST score 


236 




E value 


8.0e-20 




Match length 


114 




% identity 


42 




NCBI Description 


BASIC ENDOCHITINASE ! 




Seq. No. 


219847 




Seq. ID 


LIB314 9-033-Q1-K1-G9 




Method 


BLASTX 




NCBI GI 


g4337189 




BLAST score 


386 




E value 


2.0e-37 




Match length 


130 




% identity 


61 




NCBI Description 


(AC006403) putative 






thaliana] 


y 


Seq. No. 


219848 


EB 


Seq. ID 


LIB314 9-033-Q1-K1-H1 




Method 


BLASTX 




NCBI GI 


g2498882 




BLAST score 


201 




E value 


1.0e-15 




Match length 


101 




% identity 


45 



PRECURSOR 



putative calmodulin-binding protein [Arabidopsis 



NCBI Description 



SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_8 99298_emb_CAA59494_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
JSCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



219849 

LIB3149-033-Q1-K1-H5 

BLASTX 

g542059 

476 

7.0e-48 

94 

99 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi_4577 4 4_emb_CAA548 69_ (X77915) inorganic pyrophosphatase 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219850 

LIB314 9-033-Q1-K1-H6 

BLASTX 

gl854386 

484 

8.0e-49 
108 
83 

(AB001375] 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



30958 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



219851 

LIB3149-033-Q1-K1-H7 

BLASTX 

g2582665 

653 

1.0e-68 

142 
89 

(Z82983) thi [Citrus sinensis] 
219852 

LIB3149-033-Q1-K1-H8 

BLASTX 

g3805847 

377 

3.0e-36 

140 

54 

(AL031986) putative protein [Arabidopsis thaliana] 
219853 

LIB314 9-033-Q1-K1-H9 

BLASTX 

g4090943 

337 

1.0e-31 

92 
84 

(AF029984) COP1 homolog [Lycopersicon esculentum] 
219854 

LIB3149-034-Q1-K1-A11 

BLASTX 

g464707 

187 

6.0e-26 

75 

81 

40S RIBOSOMAL PROTEIN S18 >gi_4 80 90 8_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613__emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274__ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb__CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

219855 

LIB314 9-034-Q1-K1-A3 



30959 



Method 


BLASTX 


NCBI GI 


g3954807 


BLAST score 


562 


E value 


5.0e-58 


Match length 


133 


% identity 


80 


NCBI Description 


(AJ011862) flavonoid 3 1 , 5 f -hydroxylase [Catharanthus 




roseus] 


Seq. No. 


219856 


Seq. ID 


LIB314 9-034-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2244851 


BLAST score 


242 


E value 


1.0e-20 


Match length 


111 


% identity 


45 


NCBI Description 


(Z97337) amine oxidase [Arabidopsis thaliana] 


Seq. No. 


219857 


Seq. ID 


LIB314 9-034-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST score 


496 


E value 


3. Oe-50 


M^trh 1 pnrrth 

L Id l_ * 11 XCllVj 1 1 


101 


% i dent" i t v 


94 


NCBI Description 


(U76259) elongation factor 1-alpha [Zea mays] 


Sea No 


219858 

£w J- \J \J \J 


Seq. ID 


LIB314 9-034-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g731821 


BLAST score 


147 


E value 


3.0e-09 


Match length 


69 


% identity 


43 


NCBI Description 


HYPOTHETICAL 36.1 KD PROTEIN IN RNR3-ARC15 INTERGENIC 



REGION >gi_626331_pir S48416 hypothetical protein YIL063c 

- yeast (Saccharomyces cerevisiae) >gi_557806__emb__CAA86160_ 
(Z38060) orf, len: 327, CAI : 0.17, some similarity to 
NUP2_YEAST P324 99 NUCLEOPORIN NUP2 [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219859 

LIB314 9-034-Q1-K1-B3 

BLASTX 

g465820 

185 

7.0e-14 

48 

65 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_38 7 4 819_emb_CAA7 9557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 



30960 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219860 

LIB3149-034-Q1-K1-B4 

BLASTX 

gll72977 

125 

1.0e-10 

43 

88 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219861 

LIB314 9-034-Q1-K1-B7 

BLASTX 

g2392895 

511 

4.0e-52 

126 

79 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219862 

LIB314 9-034-Q1-K1-B9 

BLASTX 

g3914535 

164 

1.0e-ll 

37 
89 

60S RIBOSOMAL PROTEIN L13A >gi_27 91948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

219863 

LIB314 9-034-Q1-K1-C10 

BLASTX 

g2129915 

424 

8.0e-42 

104 

74 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87 068_ (Z4 694 4) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



219864 

LIB3149-034-Q1-K1-C11 

BLASTX 

g2661840 

496 

3.0e-50 

134 
69 

(Y15430) adenosine kinase [Physcomitrella patens] 
219865 

LIB314 9-034-Q1-K1-C12 



30961 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g729882 

149 

1.0e-20 

99 
57 

CASEIN KINASE II BETA' CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_4 67975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



219866 

LIB314 9-034-Q1-K1-C2 

BLASTN 

g2865522 

33 

6.0e-09 

101 

90 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 



(LtCorl8) mRNA, 



219867 

LIB3149-034-Q1-K1-C5 

BLASTX 

g2497752 

209 

1.0e-16 

64 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA654 75_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



219868 

LIB314 9-034-Q1-K1-C7 

BLASTX 

g3687251 

151 

7.0e-10 

37 
78 

(AC005169) unknown protein [Arabidopsis thaliana] 
219869 

LIB314 9-034-Q1-K1-C8 

BLASTX 

gl352664 

449 

1.0e-44 

85 
95 

SERINE /THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984__pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 



30962 



>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219870 

LIB314 9-034-Q1-K1-D10 

BLASTX 

g4454464 

246 

6.0e-21 

73 
67 

(AC006234) unknown protein [Arabidopsis thaliana] 
219871 

LIB3149-034-Q1-K1-D11 

BLASTX 

g547712 

603 

7.0e-63 

121 

98 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor. 4A [Oryza sativa] 

219872 

LIB314 9-034-Q1-K1-D2 

BLASTX 

g2454184 

685 

2.0e-72 

135 
95 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 



Seq. No. 219873 

Seq. ID LIB3149-034-Q1-K1-D3 

Method BLASTX 

NCBI GI g3281870 

BLAST score 14 6 

E value 3.0e-09 

Match length 32 

% identity 88 

NCBI Description (AL031004) putative protein [Arabidopsis thaliana] 

Seq. No. 219874 

Seq. ID LIB3149-034-Q1-K1-D5 

Method BLASTX 

NCBI GI g477226 

BLAST score 253 

E value 3.0e-26 

Match length 99 

% identity 66 
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NCBI Description 



heat shock protein HSP82 - maize >gi_300083_bbs_130886 
(S59780) HSP82-82 kda heat shock protein [Zea mays, 
seedling, leaves, Peptide, 715 aa] [Zea mays] 



Seq* No. 


219875 


Seq. ID 


LIB3149-034-Q1-K1-D7 


Method 


BLASTN 


NCBI GI 


g2267582 


BLAST score 


269 


E value 


1.0e-150 


Match length 


280 


% identity 


99 


NCBI Description 


Gossypium hirsutum vacuolar H+-ATPase subunit E 




complete cds 


Seq. No. 


219876 


Seq. ID 


LIB314 9-034 -Q1-K1-E11 


Mp+" lr\ nH 

Lit. L. 1 IkJ^J. 


BLASTX 


NCBI GI 


g2464852 


JIDXJili— 1 X O • w -L w 


223 


V val no 
Hj v en. lic: 


3 . Oe-18 


Match lenath 


141 


% i rlpTi t i t v 


44 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana 


Tap, 


219877 


Q&n IT) 


LIB314 9-034-O1-K1-E2 


1/1 fc: L11UU 


RLASTX 


NPRT GT 


gl350720 




451 


£j v d-L Lit; 


6. Oe-45 


Mafph 1 pnerth 


111 


& -t dPTlt 1 f V 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 




219878 


Seq. ID 


LIB314 9-034-Q1-K1-E3 


L it; L.ii^tj. 


BLASTX 


NCRT GI 


g2431771 




252 


R va 1 tip 


1 . 0e-21 


Matrh lencrth 

l ici s»*i i _i_ \^ iiy oil 


113 


O lUClH — L L J 


48 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays 


Qpa No 


219879 


Seq. ID 


LIB3149-034-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3192929 


BLAST score 


166 


E value 


6.0e-12 


Match length 


73 


% identity 


53 


NCBI Description 


(AF068 688) malate dehydrogenase [Glycine max] 


Seq. No. 


219880 


Seq. ID 


LIB3149-034-Q1-K1-F1 
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Method 


BLASTX 


NCBI GI 


g2129915 


BLAST score 


182 


E value 


2.0e-13 


Match length 


71 


% idpntitv 


51 


X\ X— J J- i-> \^ l_> >^ J— J- h-> ^— i ^ >— ' X X 


ferredoxin precursor — sweet orange 




>gi 1360725 emb CAA87068 (Z46944) non-photosyntheti< 




ferredoxin [Citrus sinensis] 


Seq. No. 


219881 


Seq. ID 


LIB314 9-034 -Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


302 


F 1 IIP 


1 . Oe-27 


M^toh 1 printh 


114 


% identity 


56 


NIPRT npqpri nf i on 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


219882 


Seq. ID 


LIB314 9-034-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


427 


F. 1 np 


3 Oe-42 


rid Lull _Lt;iiy 




o xvjidi i — i- i— y 


67 




fAiTflfll "304^ h woof" h pf" "i ppi 1 nrof p> i n f "i 1~ tit ^ v nflT^Hi 1 


Sea. No. 


219883 


Sea ID 


LIB314 9-034-O1-K1-F3 


Mf^+" h nrl 


BLASTN 

X_J J_J±^.fc— / X XN 


NCBI GI 


g2244747 


BLAST score 


36 


F wal np 
jzj vaxuc 


8 . Oe-11 


M^toh 1 pncrth 


76 


Q J_ v^J. X 1 L J. L V 


87 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


219884 


Seq. ID 


LIB314 9-034-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g76358 


BLAST score 


159 


F. Vfl "1 1 1 P 


3. Oe-11 


□a Lull J_ c; J. i y L. i J. 


"37 


& i Hpnl" i t v 

O -L 1 1< L L. V 


84 


MfR T Hp Qpri ot~ i on 


h \7n0t" hpf i pa 1 nrri'h p i n (""* — 10^ — ttipi 7P phi nrnnl pcit - 

lly (JU L11C 1 Ll^Ct-L Ul U LCXU JL <£. *J 1LIQ _L i C UlllvJlUUlClJ L 


Seq. No. 


219885 


Seq. ID 


LIB314 9-034-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3169287 


BLAST score 


211 


E value 


8.0e-17 
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Match length 

% identity 

NCBI Description 



42 
100 

(AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219886 

LIB314 9-034-Q1-K1-F9 

BLASTX 

gll68196 

318 

2.0e-29 

70 
89 

14-3-3-LIKE PROTEIN >gi__555974 
[Pisum sativum] 



(U15036) 14-3-3-like protein 



o e q . in o . 


91 


oeq. iu 


T TR^1 A Q—Cl^A — H1 -Kl —Cl^ 


Ti/T/~\ +- V> /*-\ #"1 


DT ACfV 


KTO'QT r*T 
JNCbl <zt± 




jbLAoi score 


91 9 


Hj Value 




TV A —\ -4— /—i V\ 1 s*\ >-\ 4— w 

LYia ten lengm 


A A 


% identity 


86 


NCBI Description 


(AF071894) late embryogenesis-like protein 




3 vttl on i -zi /-i -a 1 
CtiiLLcil-LctOct J 


beq. wo. 


91 QQQQ 


oeq. iu 


Llfijl'i j U J4 ^J- I\-L vjr± 


Method 


DT ACTY 
Dij/lO 1 A 


VTrTi T T 

MUrSX bl 




oJj/IO 1 oCvJI-t; 


1 Q1 

J_ _7 X 


E value 




Mafrh 1 on rrt~ n 


95 


% identity 


46 


NCBI Description 


(U83178) unknown [Arabidopsis thaliana] 


Seq. No. 


219889 


Seq. ID 


LIB314 9-034-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4263713 


BLAST score 


188 


E value 


4.0e-14 


Match length 


113 


% identity 


45 


NCBI Description 


(AC006223) hypothetical protein [Arabidops 


Seq. No. 


219890 


Seq. ID 


LIB3149-034-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl871184 


BLAST score 


212 


E value 


4. Oe-17 


Match length 


113 


% identity 


42 


NCBI Description 


(U90439) unknown protein [Arabidopsis thai 
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Seq. No. 


219891 


Seq. ID 


LIB3149-034-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


233 


E value 


1.0e-19 


Match length 


74 


% identity 


66 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


219892 


Seq. ID 


LIB314 9-034-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


545 


E value 


5.0e-56 


Match length 


131 


% identity 


19 


NCBI Description 


POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2 




(PABP 2) >gi 304109 (L19418) poly (A) -binding protein 




[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961 




poly (A) -binding protein [Arabidopsis thaliana] 


Seq. No. 


219893 


Seq. ID 


LIB314 9-034-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2281649 


BLAST score 


264 


E value 


3.0e-23 


Match length 


100 


% identity 


57 


NCBI Description 


(AF003105) AP2 domain containing protein RAP2 . 12 




[Arabidopsis thaliana] 


Seq. No. 


219894 


Seq. ID 


LIB3149-034-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


316 


E value 


4.0e-39 


Match length 


104 


% identity 


75 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 




LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 




>gi 421857 pir S32674 ubiquitin— protein ligase (EC 




6.3.2.19) UBC9 - Arabidopsis thaliana 




>gi_297884_emb_CAA7 8714_ (Z14990) ubiquitin conjugating 




enzyme homolog [Arabidopsis thaliana] >gi 349211 (L00639) 




ubiquitin conjugating enzyme [Arabidopsis thaliana] 




>gi_600391_emb_CAA51201 (X72626) ubiquitin conjugating 




enzyme E2 [Arabidopsis thaliana] 




>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 




ligase UBC9 [Arabidopsis thaliana] 


Seq. No. 


219895 


Seq. ID 


LIB3149-034-Q1-K1-H9 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl550814 
281 

1.0e-26 

76 
84 

(Y07959) 60S acidic ribosomal protein PO [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219896 

LIB314 9-035-Q1-K1-A10 

BLASTX 

g3881450 

141 

1.0e-08 

91 
33 

(Z47073) similar to phosphatidylserine synthase I; cDNA EST 
yk345cl.5 comes from this gene [Caenorhabditis elegans] 

219897 

LIB314 9-035-Q1-K1-A2 

BLASTX 

g464985 

269 

3.0e-24 * 

58 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) 
>gi_398 699_emb__CAA78713__ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219898 

LIB3149-035-Q1-K1-A3 . , 

BLASTX 

g4580468 

475 

8.0e-48 

128 
66 

(AC006081) putative protein kinase; similar to human PKX1 
and Drosophila DC2 [Arabidopsis thaliana] 



219899 

LIB314 9-035-Q1-K1-A6 
BLASTX 
gl00379 
172 

2.0e-12 

39 
95 

ribosomal protein S6 
>gi_2 002 2_emb_CAA4 8 1 8 7_ 
[Nicotiana tabacum] 



common tobacco 
(X68050) ribosomal protein S6 



Seq. No. 
Seq* ID 
Method 



219900 

LIB3149-035-Q1-K1-B10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3860259 
141 

1.0e-08 

91 

35 

(AC005824) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



219901 

LIB3149-035-Q1-K1-B11 

BLASTX 

gll73043 

312 

1.0e-28 

69 

88 

60S RIBOSOMAL PROTEIN L38 >gi_47 9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

219902 

LIB314 9-035-Q1-K1-B4 

BLASTX 

g322750 

658 

3.0e-69 

128 
99 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

219903 

LIB314 9-035-Q1-K1-B5 

BLASTX 

gl707642 

330 

9.0e-31 

137 
52 

(Y07748) TMK [Oryza sativa] 
219904 

LIB314 9-035-Q1-K1-B6 

BLASTX 

g3334405 

453 

2.0e-71 

141 

98 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi__2267583 (AF009338) vacuolar HH — ATPase subunit E 
[Gossypium hirsutum] 

219905 

LIB314 9-035-Q1-K1-B9 
BLASTX 



30969 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4105180 
162 

2.0e-ll 

39 
77 

(AF043905) plastoglobule associated protein PG1 precursor 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



219906 

LIB314 9-035-Q1-K1-C12 

BLASTX 

g4204285 

140 

1.0e-08 

50 
52 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

219907 

LIB314 9-035-Q1-K1-C2 

BLASTX 

gl22085 

539 

3.0e-55 

126 

87 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57 626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970__ (X13680) histone H3 
(AA 1-136} [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_15317 54_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

219908 

LIB314 9-035-Q1-K1-C8 

BLASTX 

g2462733 

619 
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E value 1.0e-64 
Match length 143 
% identity 90 

NCBI Description (AC002292) Putative enoyl-CoA hydratase/isomerase 
[Arabidopsis thaliana] 



Seq. No. 219909 

Seq. ID LIB3149-035-Q1-K1-D12 

Method BLASTN 

NCBI GI g2961299 

BLAST score 59 

E value 2.0e-24 

Match length 123 

% identity 87 

NCBI Description Cicer arietinum mRNA for ribosomal protein L24 

Seq, No. 219910 

Seq. ID LIB3149-035-Q1-K1-D2 

Method BLASTX 

NCBI GI g2500347 

BLAST score 344 

E value 2.0e-32 

Match length 103 

% identity 69 



NCBI Description NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 

>gi_3878691_emb_CAA90127_ (Z49911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 



Seq. No. 


219911 


Seq. ID 


LIB3149-035-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


409 


E value 


4.0e-40 


Match length 


118 


% identity 


63 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SI 9 


Seq. No. 


219912 


Seq. ID 


LIB314 9-035-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


324 


E value 


4.0e-30 


Match length 


109 


% identity 


61 


NCBI Description 


ribosomal protein L7 [Solanum 



Seq. No. 219913 

Seq. ID LIB3149-035-Q1-K1-E2 

Method BLASTX 

NCBI GI g3953471 

BLAST score 322 

E value 4.0e-30 
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# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
65 

(AC002328) F2202.16 [Arabidopsis thaliana] 
219914 

LIB314 9-035-Q1-K1-E3 

BLASTX 

gl256259 

224 

4.0e-22 

87 
69 

(U50900) voltage-dependent anion channel protein 
oleracea] 



[Spinacia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219915 

LIB3149-035-Q1-K1-E5 

BLASTX 

g464849 

385 

2.0e-37 

99 
81 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

219916 

LIB3149-035-Q1-K1-F1 

BLASTX 

g3776559 

4 65 

1.0e-46 

144 

63 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



219917 

LIB314 9-035-Q1-K1-F11 

BLASTN 

g2252639 

35 

3.0e-10 

55 
91 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 

219918 

LIB314 9-035-Q1-K1-F12 

BLASTX 

g2961390 

632 

3.0e-66 



30972 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
79 

(AL022141) 
thaliana] 



beta-galactosidase like protein [Arabidopsis 



219919 

LIB314 9-035-Q1-K1-F2 
BLASTX 
g464840 
674 

4.0e-71 
131 
98 

TUBULIN ALPHA- 1 
alpha-1 chain - 
>gi_2 964 9 4_emb_CAA4 8 927 
phyllitidis] 



CHAIN >gi_421781_pir S32666 tubulin 

fern (Anemia phyllitidis) 

(X69183) alpha tubulin [Anemia 





Sea No. 


219920 




Seq. ID 


LIB3149-035-Q1-K1-F5 




y\fi.f hod 


BLASTX 


ffl 


NCBI GI 


gll5525 


ffr 


BLAST score 


640 


It 


E value 


3.0e-67 




Match length 


125 




% identity 


66 




NCBI Description 


CALMODULIN >giJ71685_pir MCSP calmodulin • 




Seq. No. 


219921 




Seq. ID 


LIB314 9-035-Q1-K1-F8 




Method 


BLASTX 




NCBI GI 


g3128196 




BLAST score 


159 




E value 


1.0e-10 




Match length 


55 




% identity 


53 




NtBI Description 


(AC004521) putative cellulase [Arabidopsis 






>gi 3341674 (AC003672) putative glycosyl h 






[Arabidopsis thaliana] 




Seq. No. 


219922 




Seq. ID 


LIB314 9-035-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g4580468 




BLAST score 


555 




E value 


4.0e-57 




Match length 


138 




% identity 


71 



- spinach 



NCBI Description 



(AC006081) putative protein kinase; similar to human PKX1 
and Drosophila DC2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



219923 

LIB314 9-035-Q1-K1-G10 

BLASTN 

gl70293 

36 

1.0e-10 
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Match length 


136 


% identity 


82 


NCBI Description 


Nicotiana plumbaginif olia plasma -membrane H+ ATPase (pma3 




inRNA, complete cds 


Seq. No. 


219924 


Seq. ID 


LIB314 9-035-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g250l850 


BLAST score 


737 


E value 


2.0e-78 


Match length 


143 


% identity 


95 


NCBI Description 


(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 


Seq. No. 


219925 


Seq. ID 


LIB314 9-035-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2960216 


BLAST score 


689 


E value 


7.0e-73 


Match length 


147 


% identity 


90 


NCBI Description 


(AJ223384) 26S proteasome regulatory ATPase subunit 10b 



(SlOb) [Manduca sexta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219926 

LIB314 9-035-Q1-K1-G5 

BLASTX 

g2970051 

557 

2.0e-57 

121 
88 

(AB012110) ARG10 [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219927 

LIB3149-035-Q1-K1-G6 

BLASTX 

gl34892 

145 

3.0e-12 

97 
43 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR-ALPHA) (DOCKING PROTEIN ALPHA) ( DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle receptor 

- human >gi__308 66_emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4 50722 3_ref_NP_00 3130 . l_pSRPR_ signal 
recognition particle receptor ( ! docking protein 1 ) 



Seq. No. 219928 

Seq. ID LIB3149-035-Q1-K1-G8 

Method BLASTN 

NCBI GI gll99773 

BLAST score 33 

E value 6.0e-09 
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# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



45 
93 

Populus nigra gene for extensin like protein, complete cds 
219929 

LIB314 9-035-Q1-K1-H10 

BLASTX 

g3413167 

383 

5.0e-37 

77 

95 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 



219930 

LIB3149-035-Q1-K1- 

BLASTX 

g4567310 



■H2 



RLAST score 


319 


E value 


2.0e-29 


Match length 


104 


% i Hp>ni~ i t" v 


67 


KIPRT Do cpri Tit* "i nn 

IM'wDl L/C O 1 — L£J 1 — LU11 


f ACOO^cj'nfil unknown orotein fArabidoosis thalianal 


O C ^ * LN U • 


219931 


otsq . J- u 






RLA^TX 




a4006890 


RT.AST qrnrp 


540 


E value 


2.0e-55 


Match length 


105 


o -t- x i i l. y 


90 


NCBI Description 


(Z99708) ubiquitin — protein ligase-like protein 




[Arabidopsis thaliana] 


Seq. No. 


219932 


Seq. ID 


LIB3149-035-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


65 


E value 


3.0e-28 


Match length 


69 


% identity 


99 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


219933 


Seq. ID 


LIB314 9-035-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl397319 


BLAST score 


214 


E value 


3.0e-17 


Match length 


103 


% identity 


46 


NCBI Description 


(U61953) No definition line found [Caenorhabditis 


Seq. No. 


219934 


Seq. ID 


LIB314 9-036-Q1-K1-A11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2495724 

155 

2.0e-10 

83 
42 

HYPOTHETICAL PROTEIN KIAA0249 >gi_l 6657 67__dbj_BAAl 338 0_ 
(D87436) Similar to Human KIAA0188 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219935 

LIB314 9-036-Q1-K1-A2 

BLASTX 

g3122703 

280 

5.0e-25 

95 

60 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 
protein L23a [Fritillaria agrestis] 



(AF031542) ribosomal 



Seq. No. 


219936 




Seq. ID 


LIB314 9-036-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g3123745 




BLAST score 


607 




E value 


3.0e-63 




Match length 


130 




% identity 


88 




NCBI Description 


(AB013447) aluminum-induced 


[Brassica napus] 


Seq. No. 


219937 




Seq. ID 


LIB314 9-036-Q1-K1-B10 




Method 


BLASTX 




NCBI GI 


g461498 




BLAST score 


466 




E value 


8.0e-47 




Match length 


124 




% identity 


72 




NCBI Description 


ALANINE AMINOTRANSFERASE 2 


( GPT ) { GLUTAMIC — PYRUVIC 



TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2 ) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219938 

LIB314 9-036-Q1-K1-B12 

BLASTX 

g2244734 

694 

2.0e-73 

135 
100 

(D88414) actin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



219939 

LIB3149-036-Q1-K1-B3 
BLASTX 
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NCBI GI 


g3108209 


BLAST score 


544 


E value 


1.0e-56 


Match length 


123 


% identity 


85 


NCBI Description 


(AF028809) eukaryotic cap-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


219940 


Seq. ID 


LIB314 9-036-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl70920 


BLAST score 


557 


E value 


2.0e-57 


Match length 


105 


% identity 


98 


NCBI Description 


(M62396) ribosomal protein L41 [Candida maltosa] 


Seq. No. 


219941 


Seq. ID 


LIB314 9-036-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


glUbou bo 


BLAST score 


143 


E value 


l.-0e-09 


Match length 


43 


% identity 


84 


NCBI Description 


(U384 64) small GTP-binding protein [Solanum lycopersicum] 


Seq. No. 


219942 


Seq. ID 


LIB3149-036-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


362 


E value 


1.0e-34 


Matcn lengtn 


O A 

o 4 


% identity 


82 


NCBI Description 


HYPOTHETICAL 9 . 8 ' KD PROTEIN ZK652 . 3 IN CHROMOSOME III 




>gi 630771 pir S44 903 ZK652.3 protein - Caenorhabditis 




elegans >gi_289769 (L14429) putative [Caenorhabditis 




elegans] 


Seq. No. 


219943 


Seq. ID 


LIB314 9-036-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3702336 


BLAbT score 


0 ro 

1 DO 


E value 


1.0e-23 


Match length 


81 


% identity 


60 


NCBI Description 


(AC005397) putative 3-methyl-2-oxobutanoate 




hydroxy-methyl-transf erase [Arabidopsis thaliana] 


Seq. No. 


219944 


Seq. ID 


LIB314 9-036-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


566 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-58 

126 

82 

(Z97335) 



selenium-binding protein [Arabidopsis thaliana] 



219945 

LIB3149-036-Q1-K1-D4 

BLAST X 

g3914386 

143 

6.0e-09 

56 
50 

ALLERGEN MF1 >gi_34 4 54 90_db j_BAA324 35_ 
[Malassezia furfur] 



(AB011804) MF1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219946 

LIB3149 

BLASTX 

g333735 

562 

5.0e-58 

127 

87 

(AC0044 
subunit 



■036-Q1-K1-D8 



81) putative protein transport protein SEC61 alpha 
[Arabidopsis thaliana] 



219947 

LIB314 9-036-Q1-K1-D9 

BLASTX 

gl20629 

268 

2.0e-23 

120 

42 

PROTEIN KINASE C SUBSTRATE, 80 KD PROTEIN, HEAVY CHAIN 

(PKCSH) (80K-H PROTEIN) >gi_105167__pir A32469 80K protein 

H precursor - human >gi_1438753__bbs_177 421 p90, 
80K-H^tyrosine-phosphorylated protein/FGF signaling protein 
[human, MRC-5 bFGF-stimulated fibroblast cells, Peptide, 
527 aa] >gi_182855 (J03075) 80K-H protein [Homo sapiens] 
>gi_1293640 (U50327) protein kinase C substrate 80K-H [Homo 
sapiens] >gi_4506077_ref_NP_002734 . l_pPRKCSH_ protein 
kinase C substrate 80K-H 



Seq. No.. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



219948 

LIB314 9-036-Q1-K1-E10 

BLASTX 

g4220527 

482 

9.0e-49 

114 

71 

(AL035356) putative protein [Arabidopsis thaliana] 
219949 

LIB314 9-036-Q1-K1-E2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!354849 

440 

1.0e-43 

119 
70 

(U57350) 



epoxide hydrolase [Nicotiana tabacum] 



219950 

LIB314 9-036-Q1-K1-E3 

BLASTX 

gl352821 

544 

6.0e-56 

103 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

219951 

LIB314 9-036-Q1-K1-E4 

BLASTX 

gl729971 

271 

7.0e-24 

71 
69 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_107 6745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

219952 

LIB314 9-036-Q1-K1-E6 

BLASTX 

g2493694 

257 

3.0e-22 

102 

53 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 
6.1 KD PROTEIN) >gi_107 62 68_pir_S53025 photosystem II 
protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 

219953 

LIB314 9-036-Q1-K1-E9 

BLASTX 

g2760334 

416 

6.0e-41 

91 

80 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219954 

LIB314 9-036-Q1-K1-F4 

BLASTX 

g2541876 

173 

1.0e-12 

100 

38 

(D26015) CND4 1 , chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219955 

LIB314 9-036-Q1-K1-F5 

BLASTX 

g3747044 

204 

5.0e-16 

107 
36 

(AF093537) blue copper protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219956 

LIB314 9-036-Q1-K1-F7 

BLASTX 

g4510345 

259 

2.0e-22 

65 

69 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219957 

LIB314 9-036-Q1-K1-F8 

BLASTX 

gl24200 

261 

1.0e-22 

113 

41 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 
(EIF-2-ALPHA) >gi_181995 (J02645) translational initiation 
factor eIF-2, alpha subunit [Homo sapiens] 

>gi_4503501_ref_NP_001404 .1__pEIF2A_ eukaryotic translation 
initiation factor 2A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219958 

LIB314 9-036-Q1-K1-F9 

BLASTX 

g70753 

414 

1.0e-40 

105 
80 

histone H3 
wheat 



garden pea >gi_82610_pir S00373 histone H3 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219959 

LIB314 9-036-Q1-K1-G11 

BLASTX 

gl36140 

235 

1.0e-19 

99 
47 

PUTATIVE AC 9 TRANSPOSASE >gi_7 2 97 3_pir_ 
transposase - maize transposon Ac9 

219960 

LIB3149-036-Q1-K1-G2 

BLASTX 

g629483 

295 

1.0e-26 

115 

54 

gene 1- 
>gi_534 
>gi_158 
pendula 



TQZMCA probable 



Sc3 protein - European white birch 

898_emb_CAA54 696_ (X77 601) 1 Sc-3 [Betula pendula] 

4322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219961 

LIB314 9-036-Q1-K1-G3 

BLASTX 

g2970051 

225 

2.0e-18 

64 

64 

(AB012110) ARG10 [Vigna radiata] 
219962 

LIB314 9-036-Q1-K1-G5 

BLASTX 

g974782 

497 

2.0e-50 

122 

79 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



219963 

LIB314 9-036-Q1-K1-G7 

BLASTX 

g3759184 

331 

6.0e-31 

94 
69 

(AB018441) phi-1 [Nicotiana tabacum] 
219964 

LIB314 9-036-Q1-K1-H1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g266945 

343 

2.0e-32 

95 
72 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi__100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727__emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi__127 9645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 


219965 


Seq. ID 


LIB3149-036 


Mpt" hoH 


RLASTX 


NCBI GI 


a4008159 


BLAST score 


532 


T* 1 T7"3 1 np 

Hi V u -L LIC 




lid LL.J.1 XCUU Lll 


1 1 8 




0 ^ 


NPRT npqprinfi nn 

L 1 ! J-J _L L> ^ O _L- _L fy 1 J_ \J 1 1 


{ AB01 S601 1 


Seq. No. 


219966 


Seq. ID 


LIB3149-036 




DJjriu 1 .A. 


NPRT CJ 


y jo jz. u j / 


iRT 7\ Q T cnrira 
DLnu 1 oOUIt: 




TT tt2 1 n q 
Ej v ai U.C. 


S np-Sfi 

J .uc .jo 




1 OR 


0 XvJ.t;lI L. _L L y 




NPRT Dp^rri nf 1 on 


(AC0023301 


Seq. No. 


219967 


Seq. ID 


LIB3149-036 


Method 


BLASTX 


NCBI GI 


g2462744 


BLAST score 


294 


E value 


1.0e-26 


Match length 


128 


% identity 


28 


NCBI Description 


(AC002292) ; 


Seq. No. 


219968 


Seq. ID 


LIB3149-036 


Method 


BLASTX 


NCBI GI 


g4056432 


BLAST score 


566 


E value 


2.0e-58 


Match length 


131 


% identity 


77 


NCBI Description 


(AC005990) ; 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gbJT20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

219969 

LIB314 9-036-Q1-K1-H9 



30982 



Method 


BLASTX 


NCBI GI 


g!20669 


BLAST score 


576 


E value 


1.0e-59 


Match length 


116 


% identity 


92 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 




>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 




3-phosphate dehydrogenase [Magnolia liliiflora] 


Seq. No. 


219970 


Seq. ID 


LIB314 9-037-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2245098 


BLAST score 


485 


E value 


6.0e-49 


Match length 


141 


% identity 


68 


NCBI Description 


(Z97343) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


219971 


Seq. ID 


^LIB314 9-037-Ql-Kl-A12 


Method 


BLASTX 


NCBI GI 


g2384758 


BLAST score 


310 


E value 


1.0e-28 


Match length 


81 


% identity 


75 


NCBI Description 


(AF016896) GDP dissociation inhibitor protein OsGDIl 




sativa] 


Seq. No. 


219972 


Seq. ID 


LIB314 9-037 -Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4262149 


BLAST score 


174 


E value 


2 . 0e-25 


Match length 


125 


% identity 


53 


NCBI Description 


(AC005275) putative xyloglucan endotransglycosylase 




[Arabidopsis thaliana] 


Seq. No. 


219973 


Seq. ID 


LIB3149-037-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl352316 


BLAST score 


472 


E value 


2.0e-47 


Match length 


97 


% identity 


93 


NCBI Description 


DR1 PROTEIN HOMOLOG >gi_63302 6_dbj_BAA07288_^ {D38110 




[Arabidopsis thaliana] 


Seq. No. 


219974 


Seq. ID 


LIB3149-037-Q1-K1-B10 



30983 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTX 

g2500443 

232 

3.0e-19 

49 

96 

40S RIBOSOMAL PROTEIN S14 >gi_1762931 
protein S14 [Nicotiana tabacum] 



(U66262) ribosomal 



219975 

LIB314 9-037-Q1-K1-B12 

BLASTX 

g4490751 

348 

7.0e-33 

111 

61 

(AL035708) prolif erating-cell nucleolar antigen-like 
protein [Arabidopsis thaliana] 

219976 

LIB3149-037-Q1-K1-B3 

BLASTX 

gl350956 

171 

3.0e-12 

38 
95 

40S RIBOSOMAL PROTEIN S20 (S22) 
219977 

LIB314 9-037-Q1-K1-B4 

BLASTX 

g4432844 

187 

5.0e-14 

40 
93 

(AC006283) unknown protein [Arabidopsis thaliana] 
219978 

LIB3149-037-Q1-K1-B7 

BLASTX 

gl346181 

231 

3.0e-19 

53 
85 

GLYCINE-RICH RNA-BINDING PROTEIN GRP2A >gi_4 96237 (L31377) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 

219979 

LIB314 9-037-Q1-K1-B9 

BLASTX 

gl771780 

374 



30984 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-36 

124 

45 

(Y10024) 



ubiquitin extension protein [Solanum tuberosum] 



219980 

LIB314 9-037-Q1-K1-C11 

BLASTX 

g3024020 

628 

1.0e-65 

126 
94 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219981 

LIB314 9-037-Q1-K1-C3 

BLASTX 

g4220476 

549 

2.0e-56 

130 
79 

(AC00 6069) ribophorin 



I-like protein [Arabidopsis thaliana] 



219982 

LIB3149-037-Q1-K1-C7 

BLASTX 

g4220476 

265 

3.0e-23 

97 

54 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 



219983 

LIB314 9-037-Q1-K1-C8 

BLASTX 

g2098705 

304 

8.0e-28 

122 

55 

(U82973) pectinesterase 



[Citrus sinensis] 



219984 

LIB314 9-037-Q1-K1-D11 

BLASTN 

g2829205 

174 

4.0e-93 

405 

17 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 



2 proline-rich protein 



30985 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219985 

LIB3149-037-Q1-K1-D3 

BLASTX 

gl362093 

254 

5.0e-22 

71 

69 

hypothetical protein (clone 
>gi_924632 (U20595) unknown 



219986 

LIB314 9-037-Q1-K1-D5 

BLASTX 

g2388575 

198 

2.0e-15 
110 

38 

(AC000098) YUP8H12.18 



TPP15) - tomato (fragment) 
[Solanum lycopersicum] 



[Arabidopsis thaliana] 



219987 

LIB3149-037-Q1-K1-D9 

BLASTX 

g4539321 

309 

3.0e-28 



66 

(AL035679) 



putative protein [Arabidopsis thaliana] 



219988 

LIB314 9-037-Q1-K1-E10 

BLASTX 

gl706551 

298 

5.0e-27 

84 

62 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE ) ( (l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi_924953 (U30323) beta 
1 , 3-glucanase [Triticum aestivum] 

219989 

LIB314 9^037-01-K1-E11 

BLASTX 

g82537 

100 

4.0e-10 

51 

65 

hypothetical 8K protein (rpsl2-trnN intergenic region) - 
rice chloroplast >gi_12039_emb_CAA33943_ (X15901) ORF72 
[Oryza sativa] >gi JL2063_emb_CAA33917_ (X15901) ORF72 
[Oryza sativa] >gi_226659_prf 1603356CK ORF 71 [Oryza 



30986 



sativa] 





Seq. No. 


219990 




Seq. ID 


LIB314 9-037-Q1-K1-E4 




Method 


BLASTX 




NCBI GI 


g220838 




BLAST score 


363 




E value 


1. Oe-34 




Match length 


127 




% identitv 


57 




NCBI Description 


(D10655) dihydrolipoamide acetyltransf erase [Rattus rattus] 




Seq. No. 


219991 




Seq. ID 


LIB314 9-037-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


g2218152 




BLAST score 


640 




E value 


3.0e-67 




Match length 


130 




% identity 


86 


y $ 


NCBI Descriotion 


(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 






unguiculata] 




Seq. No. 


219992 




Seq. ID 


LIB314 9-037-Q1-K1-E7 




Method 


BLASTX 




NCBI GI 


gll70507 




BLAST score 


467 




E value 


7.0e-47 




Match length 


114 



% identity 

NCBI Description 



Seq. No 
Seq. ID 

Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



core 

ength 
ity 

scription 



81 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA4 3514__ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbagini folia] 



219993 

LIB314 9-037-Q1-K1-E8 

BLASTX 

g417103 

601 

1.0e-62 

122 

98 

HISTONE H3.2, MINOR 
H3.3-like protein 



>gi_282871_pir S24346 histone 

Arabidopsis thaliana 
>gi_16324_emb_CAA4 2 957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3 . 3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3 . 2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi JL435157_ernb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 



30987 



>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380__ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 907 55_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


219994 


Seq. ID 


LIB314 9-037-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g 4454097 


BLAST score 


253 


E value 


9.0e-22 


Match length 


80 


% identity 


64 


NCBI Description 


(X85206) hybrid proline-: 


Seq. No. 


219995 


Seq. ID 


LIB314 9-037-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4056432 


BLAST score 


470 


E value 


3.0e-47 


Match length 


124 


% identity 


69 


NCBI Description 


(AC005990) Similar to gi 




homolog from Arabidopsis 



gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


219996 


Seq. ID 


LIB314 9-037-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2104712 


BLAST score 


184 


E value 


6.0e-14 


Match length 


91 


% identity 


46 


NCBI Description 


(U95180) endosperm specific protein 


Seq. No. 


219997 


Seq. ID 


LIB314 9-037-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3757514 


BLAST score 


389 


E value 


6.0e-38 


Match length 


87 


% identity 


84 


NCBI Description 


(AC005167) putative plasma membrane 




[Arabidopsis thaliana] 


Seq. No. 


219998 


Seq. ID 


LIB314 9-037-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl352088 


BLAST score 


479 



30988 



E value 
Match length 
% identity 
NCBI Description 



3.0e-48 

121 
78 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR >gi_624676 
(U19481) citrate synthase precursor [Citrus maxima] 





Seq. No. 


219999 




Seq. ID 


LIB314 9-037-Q1-K1-G3 




Method 


BLASTX 




NCBI GI 


g4454097 




BLAST score 


292 




E value 


2.0e-26 




Match length 


75 




% identity 


76 




NCBI Description 


(X85206) hybrid prol: 




Seq. No. 


220000 




Seq. ID 


LIB3149-037-Q1-K1-G4 




Method 


BLASTX 




NCBI GI 


g730583 




BLAST score 


213 




E value 


1.0e-17 




Match length 


57 




% identity 


74 




NCBI Description 


60S ACIDIC RIBOSOMAL 






(X78213) 60s acidic ; 






argentatum] 




Seq. No. 


220001 




Seq. ID 


LIB314 9-037-Q1-K1-G5 




Method 


BLASTX 




NCBI GI 


gl943720 




BLAST score 


343 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-32 

81 

72 

(U76831) 



thioredoxin-m [Brassica napus] 



220002 

LIB314 9-037-Q1-K1-G6 

BLASTX 

g2632061 

383 

2.0e-42 

124 

75 

(AJ002597) membrane-associated salt-inducible protein like 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220003 

LIB3149-037-Q1-K1-G7 

BLASTX 

g2564237 

528 

5.0e-54 

108 
87 



30989 



NCBI Description 



(Y10112) omega-6 desaturase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220004 

LIB314 9-037-Q1-K1-H10 

BLASTX 

g2827143 

516 

1.0e-52 

116 
84 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220005 

LIB314 9-037-Q1-K1-H11 

BLASTX 

gl67367 

197 

4.0e-20 

61 

92 

(L08199) peroxidase [Gossypium hirsutum] 
220006 

LIB314 9-037-Q1-K1-H6 

BLASTX 

gl362162 

328 

1.0e-30 

76 

75 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220007 

LIB314 9-037-Q1-K1-H9 

BLASTX 

gll73027 

264 

5.0e-25 

92 

62 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784; 
protein L31 [Nicotiana glutinosa] 



ribosomal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220008 

LIB3149-038-Q1-K1-A1 

BLASTX 

g2498464 

211 

6.0e-17 

70 
61 

28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) (PDGF 
ASSOCIATED PROTEIN) >gi_1136584 (U41745) PDGF associated 

protein [Homo sapiens] >gi_158 9642_prf 2211382B 

platelet-derived growth factor-associated protein [Homo 



30990 



sapiens] 



Seq. No. 


220009 




Seq. ID 


LIB314 9-038-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g3023182 




BLAST score 


520 




E value 


4.0e-53 




Match length 


112 




% identity 


91 




NCBI Description 


14-3-3-LIKE PROTEIN 5 >gi 1771172 emb CAA65148.1 


(X95903 




14-3-3 protein [Lycopersicon esculentum] 




Seq. No. 


220010 




Seq. ID 


LIB314 9-038-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g2529680 




BLAST score 


412 




E value 


1.0e-40 




Match length 


101 




% identity 


56 




NCBI Description 


(AC002535) putative protein disulf ide-isomerase precursor 




r 2\ "h "i H r\y~\ c: f ha 1 *i ana 1 
L fT.i- CliJ _L KJ.\J^J OliD una. J. A. diid. J 




Seq. No. 


220011 




Seq. ID 


LilDJll ^ U JO ^j/X i\._L r\ 1 




Method 


O J_i r\iD L .A. 




NCBI GI 


G4235644 




BLAST score 


529 




E value 


4.0e-54 




Match length 


137 




% identity 


72 




NCBI Description 


(AF119040) polyprotein [Lycopersicon esculentum] 




Seq. No. 


220012 




Seq. ID 


LIB314 9-038-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


g729442 




BLAST score 


169 




E value 


4.0e-13 




Match length 


83 




% identity 


52 




NCBI Description 


PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 






>gi__166380 (M80235) glucose-regulated endoplasmic 


reticul; 




protein precursor [Medicago sativa] 




Seq. No. 


220013 




Seq. ID 


LIB314 9-038-Q1-K1-B1 




Method 


BLASTX 




NCBI GI 


g3024126 




BLAST score 


493 




E value 


6.0e-50 




Match length 


96 




% identity 


98 




NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 






ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 





>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 



30991 



synthetase 1 [Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220014 

LIB3149-038-Q1-K1-B3 

BLASTX 

g3377797 

554 

5.0e-57 

136 
79 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220015 

LIB3149-038-Q1-K1-B8 

BLASTX 

gl703375 

604 

6.0e-63 

120 
97 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_9 65 4 8 3_dbjJBAA082 5 9_ (D45420) 





Seq. No. 


220016 




Seq. ID 


LIB314 9-038-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g3885884 




BLAST score 


168 




E value 


7.0e-12 




Match length 


33 




% identity 


91 




NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa 




Seq. No. 


220017 




Seq. ID 


LIB314 9-038-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g3193316 




BLAST score 


397 




E value 


5.0e-45 




Match length 


136 




% identity 


69 




NCBI Description 


(AF069299) contains similarity to nucleotide sugar 






epimerases [Arabidopsis thaliana] 




Seq. No. 


220018 




Seq. ID 


LIB314 9-038-Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


gl864017 




BLAST score 


723 




E value 


7.0e-77 




Match length 


139 




% identity 


97 




NCBI Description 


(D63396) elongation factor- 1 alpha [Nicotiana taba< 



30992 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220019 

LIB314 9-038-Q1-K1-C5 

BLASTX 

g224293 

410 

3.0e-40 

82 
100 

histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220020 

LIB314 9-038-Q1-K1-C8 

BLASTX 

g585963 

262 

7.0e-23 

69 

78 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220021 

LIB314 9-038-Q1-K1-D2 

BLASTX 

gl931654 

169 

5.0e-12 

78 
41 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

220022 

LIB3149-038-Q1-K1-D5 

BLASTX 

g2689631 

426 

2.0e-42 

87 

95 

(AF022389) ADP-ribosylation factor [Vigna unguiculata] 



220023 
LIB314 
BLASTX 
g40564 
300 

2.0e-2 

110 

58 

(AC005 
factor 
gb_R90 
gb_AA7 
gb_Z25 



9-038-Q1-K1-D6 
69 
7 



990) Strong similarity to gb__M95166 ADP-ribosylation 

from Arabidopsis thaliana. ESTs gb__Z25826, 
191, gb__N65697, gb_AA713l50, gb_T4 6332, gb_AA040967, 
12956, gb_T46403, gb_T46050, gb_AI100391 and 
04 3 come from t 



Seq. No. 



220024 



30993 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-038-Q1-K1-E1 

BLASTX 

g3122258 

441 

5.0e-44 

106 

80 

EUKARYOTIC TRANSLATION INITIATION FACTOR 6 (EIF-6) (B4 
INTEGRIN INTERACTOR) (CAB) >gi_2809383 (AF022229) 
translation initiation factor 6 [Homo sapiens] 
>gi_2 910997_emb_CAA72243_ (Y11435) b4 integrin interactor 
[Homo sapiens] >gi_3335506 (AF047433) b(2)gcn homolog [Homo 
sapiens] >gi_4504771_ref_NP_002203 . l_pITGB4BP__ integrin 
beta 4 binding protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220025 

LIB314 9-038-Q1-K1-E2 

BLASTN 

gl418705 

130 

7.0e-67 

326 

94 

G.hirsutum metallothionein-like gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220026 

LIB314 9-038-Q1-K1-E6 

BLASTX 

g728880 

349 

5.0e-33 

107 
65 

N-TERMINAL ACETYL TRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_5174 85_emb_CAA54 691_ (X77588) ARD1 N-acetyl transferase 
homologue [Homo sapiens] >gi__1302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 



Seq. No. 


220027 


Seq. ID 


LIB314 9-038-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g633680 


BLAST score 


41 


E value 


6.0e-14 


Match length 


132 


% identity 


83 


NCBI Description 


S. tuberosum (Desiree) crl4 mRNA 


Seq. No. 


220028 


Seq. ID 


LIB314 9-038-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4522011 


BLAST score 


163 


E value 


5.0e-14 


Match length 


76 


% identity 


59 


NCBI Description 


(AC007069) hypothetical protein 



30994 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220029 

LIB314 9-038-Q1-K1-G1 

BLASTX 

gl33940 

178 

4.0e-13 

46 
76 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851jpir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220030 

LIB314 9-038-Q1-K1-G2 

BLASTX 

g3341688 

153 

5.0e-10 

99 
40 

(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220031 

LIB3149-038-Q1-K1-G3 

BLASTX 

g3237190 

179 

3.0e-13 

72 
51 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220032 

LIB314 9-038-Q1-K1-G4 

BLASTX 

g2780194 

140 

9.0e-09 

45 
67 

(AJ003197) adenine nucleotide translocator [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220033 

LIB314 9-038-Q1-K1-G5 

BLASTX 

g544134 

228 

6.0e-19 

98 
54 

DNA- DAMAGE -RE PAIR /TOLERATION PROTEIN DRT100 PRECURSOR 

>gi_99720__pir S228 63 hypothetical protein - Arabidopsis 

thaliana >gi_42184 4_pir A46260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 



30995 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220034 

LIB314 9-038-Q1-K1-G6 

BLAST X 

gll72571 

626 

2.0e-65 

136 
84 

PHOSPHOENOLPYRUVATE CARBOX YKI NAS E (ATP) 

>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi__567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220035 

LIB3149-038-Q1-K1-H1 

BLASTX 

gl33793 

144 

2.0e-09 

28 

100 

40S RIBOSOMAL PROTEIN S15A (PPCB8) >gi_99825_pir S20945 

ribosomal protein S15a - rape >gi_17863_emb__CAA42599__ 
(X59983) r-protein BnSlSa [Brassica napus] 



Seq. No. 


220036 


Seq. ID 


LIB314 9-039-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2765366 


BLAST score 


198 


E value 


3.0e-15 


Match length 


109 


% identity 


39 


NCBI Description 


(Y14038) putative Ole e 1 protein [Betula pendula] 


Seq. No. 


220037 


Seq. ID 


LIB314 9-039-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl922251 


BLAST score 


726 


E value 


3.0e-77 


Match length 


136 


% identity 


100 


NCBI Description 


(Y12072) farnesyl pyrophosphate synthase [Gossypium 




arboreum] 


Seq. No. 


220038 


Seq. ID 


LIB314 9-039-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl21953 


BLAST score 


194 


E value 


6.0e-15 


Match length 


48 


% v identity 


83 



NCBI Description 



HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi_20762_emb_CAA29123 (X05636) HI histone (AA 1-263) 



30996 



[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220039 

LIB314 9-039-Q1-K1-A5 

BLASTX 

g2351380 

247 

4.0e-21 

122 
44 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_4503515_ref_NP_003747 . l_pEIF3S3_ UNKNOWN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220040 

LIB3149-039-Q1-K1-A7 

BLASTX 

g3063453 

159 

9.0e-ll 

40 
72 

(AC003981) F22013.15 



[Arabidopsis thaliana] 



Seq. No. 


220041 


Seq. ID 


LIB314 9-039-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


286 


E value 


1.0e-25 


Match length 


72 


% identity 


71 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis 


Seq. No. 


220042 


Seq. ID 


LIB3149-039-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


261 


E value 


1.0e-22 


Match length 


84 


% identity 


57 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220043 

LIB3149-039-Q1-K1-B12 

BLASTX 

g4098129 

288 

2.0e-26 

59 

95 

(U73588) sucrose synthase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220044 

LIB314 9-039-Q1-K1-B6 

BLASTX 

g3747050 



30997 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 

7.0e-45 

114 

78 

(AF093540) 



ribosomal protein L26 [Zea mays] 



220045 

LIB314 9-039-Q1-K1-B7 

BLASTX 

g4100433 

405 

1.0e-39 

97 
84 

(AF000378) beta-glucosidase [Glycine max] 
220046 

LIB314 9-039-Q1-K1-C1 

BLASTX 

gl20672 

538 

3.0e-55 

126 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66016_pir DEPZG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - parsley 

>gi_2054 9_emb_CAA42902_ (X60344) glyceraldehyde 3-phosphate 
dehydrogenase [Petroselinum crispum] 

220047 

LIB314 9-039-Q1-K1-C10 

BLASTX 

gl362086 

532 

1.0e-54 

134 

82 

5 -methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919__pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb__CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

220048 

LIB314 9-039-Q1-K1-C12 

BLASTX 

g4539292 

442 

6.0e-44 

93 
86 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



30998 



• 



Seq. No. 220049 

Seq. ID LIB3149-039-Q1-K1-C6 

Method BLAST X 

NCBI GI g2160166 

BLAST score 2 65 

E value 4 . Oe-23 

Match length 100 

% identity 54 

NCBI Description (AC000132) No definition line found [Arabidopsis thaliana] 

Seq. No. 220050 

Seq. ID LIB3149-039-Q1-K1-C7 

Method BLASTX 

NCBI GI g547886 

BLAST score 503 

E value 4.0e-51 

Match length 137 

% identity 73 



NCBI Description MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP- DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi__1084444_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 
(EC 1.1.1.40) - Flaveria pringlei >gi_459441_emb_CAA54 98 6__ 
(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 



Seq. No. 


220051 


Seq. ID 


LIB314 9-039-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


411 


E value 


2.0e-40 


Match length 


133 


% identity 


66 


NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


Seq. No. 


220052 


Seq. ID 


LIB314 9-039-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


256 


E value 


3.0e-22 


Match length 


121 


% identity 


45 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 


Seq. No. 


220053 


Seq. ID 


LIB314 9-039-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3063465 


BLAST score 


319 


E value 


2.0e-29 


Match length 


129 


% identity 


56 


NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] 



30999 



II 





220054 


Seq. ID 


LIB314 9-039-Q1-K1-D5 


Mpf In nH 


BLASTX 


NCBI GI 


g4193382 


BLAST score 


338 


E value 


1.0e-31 


Match length 


66 


% identity 


91 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidopsis thaliana 




>gi 4193384 (AF083337) ribosomal protein S27 [Arabidop; 




thaliana] 


Sea. No. 


220055 


Seq. ID 


LIB314 9-039-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3522938 


BLAST score 


346 


F value 


1.0e-32 


Match length 


132 


% -j Hpint" l 1" V 

o j~ 1 1 l> _L i-> y 


58 


NPRT DescriDtion 


(AC004411) unknown protein [Arabidopsis thaliana] 


Sea No 


220056 


Seq. ID 


LIB314 9-039-O1-K1-E3 


Mel - h nri 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


159 


F "^73 1 np 

111 V uXUC 


6. 0e-ll 


Mat rh 1 ennth 


33 


-1 Hprit" "i 1" v 

O XUCIH L 


91 


NCBI Descriotion 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 


>gi 968996 (U31676) glyceraldehyde-3-phosphate 




dehydrogenase [Oryza sativa] 


Seq. No. 


220057 


Seq. ID 


LIB3149-039-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


605 


E value 


5.0e-63 


Match length 


119 



% identity 

NCBI Description 



96 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220058 

LIB314 9-039-Q1-K1-F10 

BLASTX 

g!20941 

285 

1.0e-25 

86 
60 

GAR1 PROTEIN >gi_83030_pir S19634 nucleolar protein GAR1 - 

yeast (Saccharomyces cerevisiae) >gi_372 8_emb_CAA4 5162__ 



31000 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X63617) GAR1 [Saccharomyces cerevisiae] >gi_487935 
(U00060) Garlp: Small nucleolar RNA protein required for 
pre-rRNA splicing [Saccharomyces cerevisiae] 

220059 

LIB3149-039-Q1-K1-F12 

BLASTX 

g4432837 

219 

8.0e-18 

132 

42 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
220060 

LIB3149-039-Q1-K1-F3 

BLASTX 

g4490332 

344 

2.0e-32 

119 
59 

(AL035656) putative protein [Arabidopsis thaliana] 
220061 

LIB314 9-039-Q1-K1-F4 

BLASTX 

g4098129 

700 

4.0e-74 

138 
96 

(U73588) sucrose synthase [Gossypium hirsutum] 
220062 

LIB314 9-039-Q1-K1-F5 

BLASTN 

gl777727 

51 

5.0e-20 

160 

82 

Gossypium hirsutum 18S ribosomal RNA gene, partial sequence 
220063 

LIB314 9-039-Q1-K1-F6 

BLASTX 

g2190992 

346 

1.0e-32 

104 

64 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 
Seq. ID 



220064 

LIB314 9-039-Q1-K1-F7 



31001 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl771780 

533 

1.0e-54 

132 
83 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
220065 

LIB3149-039-Q1-K1-G1 

BLASTX 

gl346524 

390 

7.0e-38 

125 

67 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi__4 97900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220066 

LIB314 9-039-Q1-K1-G12 

BLASTX 

g3122703 

289 

5.0e-26 

76 

74 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220067 

LIB314 9-039-Q1-K1-G5 

BLASTX 

gll73043 

213 

4.0e-17 

48 



60S RIBOSOMAL 
protein L38 



S33899 ribosomal 



PROTEIN L38 >gi_47 9441_pir 

- tomato (cv. Moneymaker) 
>gi_313027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220068 

LIB3149-039-Q1-K1-G9 

BLASTX 

gl709061 

286 

3.0e-34 

131 

53 

PROBABLE METHYLMALONATE-SEMI ALDEHYDE DEHYDROGENASE 
PRECURSOR (ACYLATING) (MMSDH) >gi__3875820_emb_CAA88 94 6_ 
(Z49127) similar to methylmalonate-semialdehyde 
dehydrogenase; cDNA EST EMBL:Z14764 comes from this gene; 



31002 



II 



cDNA EST EMBL:Z14949 comes from this gene; cDNA EST 
EMBL:D267 62 comes from this gene; cDNA EST EMBL:D267 66 
comes from thi 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220069 

LIB314 9-039-Q1-K1-H2 

BLASTX 

g567893 

155 

2.0e-10 

77 
48 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220070 

LIB314 9-039-Q1-K1-H4 

BLASTX 

g2829899 

317 

3.0e-29 

140 

45 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220071 

LIB314 9-039-Q1-K1-H7 

BLASTX 

glll3861 

208 

1.0e-16 

84 
55 

(U39930) 
(U39931) 



nitrate reductase [Chlorella vulgaris] >gi_1113863 
nitrate reductase [Chlorella vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220072 

LIB314 9-039-Q1-K1-H8 

BLASTX 

g3549669 

173 

1.0e-12 

49 
71 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220073 

LIB314 9-040-Q1-K1-A12 

BLASTX 

g2911042 

465 

1.0e-46 

135 
69 

(AL021961) Phosphoglycerate dehydrogenase 



like protein 



31003 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220074 

LIB3149-040-Q1-K1-A2 

BLASTX 

g3169028 

165 

2.0e-ll 

65 
48 

(AL023702) putative cationic amino acid transporter 
[Streptomyces coelicolor] 





220075 


Seq. ID 


LIB314 9-040-Q1-K1-A5 


Method 


BLASTX 


NIPRT PT 


a4544432 

V-H " ~ ~ ~ — ' — -■ 


DLiriu J. o K-*\J ±. C 


472 


T7 1 T7a 1 no 
Ej Val Uc 


2 . 0e-47 


Msl-phi 1 encrth 

L -1CJ L. ^ 11 -l_\i;il>^ 1*11 


135 


o J_ 1 1 1 — L Ly 


70 




fAPDOMSS^ outative mannosi 




[Arabidopsis thaliana] 


Seq. No. 


220076 


Seq. ID 


LIB3149-040-Q1-K1-A7 


Mq f - "h r\f\ 
L\lt> L. 1 IvJvj. 


BLASTX 




g2842480 


,DJ_J.tt.O± OL/U1C 


492 


7""" \T^\ 1 IIP 


8 Oe-50 


Msfph 1 prtrr1~h 


116 


2r "! Hcrnl — 1 "t" XT 
x> lUciii L L. _y 


53 


"KfPRT Dp "riot ion 


(AL021749) ADP, ATP carrie 




L11C1J — CL1 1U J 


Seq. No. 


220077 


Seq. ID 


LIB314 9-040-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2760325 


BLAST score 


293 


E value 


2.0e-26 


Match length 


127 


% identity 


48 


NCBI Description 


(AC002130) F1N21.10 [Arabi 


Seq. No. 


220078 


Seq. ID 


LIB3149-040-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


553 


E value 


6.0e-57 


Match length 


124 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 



_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 



220079 



31004 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-040-Q1-K1-B1 

BLASTX 

gl076314 

511 

5.0e-52 

110 

85 

cystathionine gamma-lyase (EC 4.4.1.1) 1 - Arabidopsis 
thaliana (fragment) >gi_499166_emb_CAA5614 3_ (X79707) CYS1 
[Arabidopsis thaliana] 

220080 

LIB3149-040-Q1-K1-B10 

BLASTX 

g3219353 

195 

3.0e-15 

39 
90 

(AF061514) manganese superoxide dismutase [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220081 

LIB3149-040-Q1-K1-B3 

BLASTX 

g3915847 

649 

3.0e-68 

134 

91 

4 OS RIBOSOMAL PROTEIN S2 
40S ribosomal protein S2 



>gi_2335095 (AC002339) putative 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220082 

LIB314 9-040-Q1-K1-B5 

BLASTX 

g994736 

142 

5.0e-09 

53 
55 

(M18327) LacOPZ-alpha peptide from pUC9; putative [cloning 
vectors] >gi_994738 (M18328) LacOPZ-alpha peptide from 
pUC9; putative [cloning vectors] >gi_994740 (M18329) 
LacOPZ-alpha peptide from pUC9; putative [cloning vectors] 

220083 

LIB3149-040-Q1-K1-B6 

BLASTX 

g4163997 

264 

4.0e-23 

108 
50 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



31005 



fl • 



Seq. No. 


220084 


Seq. ID 


LIB3149-040-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


181 


E value 


2.0e-13 


Match length 


46 


% identity 


83 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220085 


Seq. ID 


LIB314 9-040-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2911042 


BLAST score 


175 .- - 


E value 


1.0e-12 


Match length 


58 


% identity 


59 


NCBI Description 


(AL021961) Phosphoglycerate dehydrogenase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


220086 


Seq. ID 


LIB3149-040-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g!29248 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


100 


% identity 


21 


NCBI Description 


ORGAN SPECIFIC PROTEIN S2 >gi 72318 pir KNPMS2 protein I 




- garden pea >gi_2 95831_emb_CAA35944_ (X51595) S2 protei: 




[Pisum sativum] 


Seq. No. 


220087 


Seq. ID 


LIB314 9-04 0-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl33829 


BLAST score 


195 


E value 


6.0e-15 


Match length 


72 


% identity 


57 


NCBI Description 


30S RIBOSOMAL PROTEIN S17, CHLOROPLAST PRECURSOR (CS17) 




>gi 81948 pir B35542 ribosomal protein S17 - garden pea 




(fragment) >gi_169068 (M31025) ribosomal protein S17 [Pi, 




sativum] 


Seq. No. 


220088 


Seq. ID 


LIB314 9-04 0-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3176687 


BLAST score 


354 


E value 


1.0e-33 


Match length 


95 


% identity 


68 


NCBI Description 


(AC003671) Strong similarity to trehalose-6-phosphate 




synthase homolog from A. thaliana chromosome 4 contig 




gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 



31006 



gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


220089 


Seq. ID 


LIB314 9-040-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3550661 


BLAST score 


210 


E value 


9.0e-17 


Match length 


54 


% identity 


74 


NCBI Description 


(AJ001310) 39 kDa EF-Hand containing protein 




tuberosum] 


Seq. No. 


220090 


Seq. ID 


LIB314 9-04O-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4103154 


BLAST score 


357 


E value 


5.0e-34 


Match length 


130 


% identity 


55 


NCBI Description 


(AF020717) histidyl-tRNA synthetase [Triticum 


Seq. No. 


220091 


Seq. ID 


LIB314 9-04 0-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl24226 


BLAST score 


383 


E value 


5.0e-37 


Match length 


79 


% identity 


94 


NCBI Description 


INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 



>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220092 

LIB314 9-04 0-Q1-K1-D7 

BLASTX 

gl24226 

337 

1.0e-31 

79 
84 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumb a gin i f o 1 i a ] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220093 

LIB314 9-04 0-Q1-K1-D8 

BLASTX 

g464734 

229 

3.0e-19 



31007 




Match length 53 
% identity 85 

NCBI Description ADENOSYLHOMOCYSTEINASE { S-ADENOSYL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_4 07 4 12_exnb_CAA8 152 7_ ( Z2 68 8 1 ) S-adenosyl-L-homocys t eine 
hydrolase [Catharanthus roseus] 

220094 

LIB314 9-040-Q1-K1-D9 
BLASTX 
g549056 

398 / 
8.0e-39 
129 
64 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 

>gi__631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_4 68546_emb_CAA83428_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 

220095 

LIB314 9-040-Q1-K1-E12 
BLASTX 
g3860277 
299 - 
4.0e-27 
62 
92 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi__4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


220096 


Seq. ID 


LIB314 9-040-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll36298 


BLAST score 


480 


E value 


2.0e-48 


Match length 


102 


% identity 


87 


NCBI Description 


(D61377) WIPK [Nicotiana tabacum 


Seq. No. 


220097 


Seq. ID 


LIB314 9-040-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


80 


% identity 


86 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


220098 


Seq. ID 


LIB3149-040-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2760325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31008 




BLAST score 


320 


E value 


1.0e-29 


Match length 


131 


% identity 


51 


NCBI Description 


(AC002130 




F1N21.10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220099 

LIB3149-040-Q1-K1-E9 

BLASTN 

g2264305 

44 

2.0e-15 

81 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK2 3 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


220100 


Seq. ID 


LIB314 9-040-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


174 


E value 


2.0e-12 


Match length 


80 


% identity 


51 


NCBI Description 


(AL035656) putative i 


Seq. No. 


220101 


Seq. ID 


LIB314 9-040-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4455194 


BLAST score 


260 


E value 


1.0e-22 


Match length 


65 


% identity 


75 


NCBI Description 


(AL035440) putative 



putative protein [Arabidopsis thaliana] 



Seq. No. 


220102 


Seq. ID 


LIB314 9-040-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2980795 


BLAST score 


567 


E value 


1.0e-58 


Match length 


119 


% identity 


91 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


220103 


Seq. ID 


LIB314 9-04 0-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g729618 


BLAST score 


519 


E value 


5.0e-53 


Match length 


134 


% identity 


78 


NCBI Description 


78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 



{ IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 



31009 




2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

common tobacco (fragment) >gi__100338_pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_l 98 07_emb_CAA4 2 66 1_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 


220104 


Seq. ID 


LIB314 9-040-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3986119 


BLAST score 


305 


E value 


4.0e-32 


Match length 


131 


% identity 


60 


NCBI Description 


(AB013101) 1-aminocyclopropane-l-carboxylate oxidase 




[Lycopersicon esculentum] 


Seq. No. 


220105 


Seq. ID 


LIB314 9-040-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl439609 


BLAST score 


552 


E value 


7.0e-57 


Match length 


110 


% identity 


53 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 




hirsutum] 


Seq. No. 


220106 


Seq. ID 


LIB314 9-04 0-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3582436 


BLAST score 


474 


E value 


1.0e-47 


Match length 


131 


% identity 


70 


NCBI Description 


(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 


Seq. No. 


220107 


Seq. ID 


LIB314 9-040-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3413170 


BLAST score 


628 


E value 


9.0e-66 


Match length 


128 


% identity 


95 


NCBI Description 


(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 


Seq. No. 


220108 


Seq. ID 


LIB314 9-04 0-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


149 


E value 


7.0e-10 


Match length 


63 


% identity 


49 


NCBI Description 


(L22305) corC [Medicago sativa] 



31010 



Seq. No. 


220109 


Seq. ID 


LIB314 9-040-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2275213 


BLAST score 


407 


E value 


8.0e-40 


Match length 


125 


% identity 


61 


NCBI Description 


(AC002337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220110 


Seq. ID 


LIB314 9-040-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3318611 


BLAST score 


261 


E value 


2.0e-23 


Match length 


57 


% identity 


97 


NCBI Description 


(AB016063) mitochondrial phosphate transporter [Glycine 




max] 


Seq. No. 


220111 


Seq. ID 


LIB314 9-040-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


629 


E value 


7.0e-66 


Match length 


135 


% identity 


81 


NCBI Description 


(AL04 9171) putative protein [Arabidopsis thaliana] 


Seq. No. 


220112 


Seq. ID 


LIB314 9-040-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2935529 


BLAST score 


412 


E value 


2.0e-40 


Match length 


105 


% identity 


69 


NCBI Description 


(AF049069) No definition line found [Pinus radiata] 


Seq. No. 


220113 


Seq. ID 


LIB314 9-04 0-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3123264 


BLAST score 


417 


E value 


4.0e-41 


Match length 


85 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb__CAB10279_ 




(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220114 


Seq. ID 


LIB314 9-040-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4539543 



31011 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



484 

6.0e-49 

116 

83 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220115 

LIB3149-040-Q1-K1-H3 

BLASTX 

gl469930 

211 

4.0e-17 

69 
70 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220116 

LIB3149-040-Q1-K1-H6 

BLASTX 

g3452497 

597 

4.0e-62 
133 

87 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
220117 

LIB3149-040-Q1-K1-H8 

BLASTX 

g4090533 

558 

2.0e-57 

136 

79 

(U68215) ACC oxidase [Carica papaya] 
220118 

LIB314 9-040-Q1-K1-H9 

BLASTX 

g2829862 

146 

2.0e-09 

99 
40 

(AC002396) Similar to glucosyltransf erases [Arabidopsis 
thaliana] 

220119 

LIB314 9-042-Q1-K1-A1 

BLASTX 

gl495768 

401 

3.0e-39 

110 
69 



31012 



NCBI Description 



(Z68506) chloroplast inner envelope protein, 110 kD 
(IEP110) [Pisum sativum] 



Seq. No. 


220120 


Sea ID 


LIB314 9-042-Q1-K1-A11 


Method. 


BLASTX 


NCBI GI 


g508304 


BLAST score 


286 


E value 


3. 0e-26 


Match length 


70 


% identity 


76 


NCBI Description 


(L22305) corC [Medicago 


Seq. No. 


220121 


Seq. ID 


LIB314 9-042-Q1-K1-A4 


Met hod 


BLASTX 


NCBI GI 


g4567202 


BLAST score 


559 


E value 


1. 0e-57 


Match lenath 


116 


& -i Hpnf i f v 


94 


NCBI Description 


(AC007168) putative myo- 




[Arabidopsis thaliana] 


Can Mn 


220122 


Seq. ID 


LIB314 9-042-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl076511 


DiJfiO 1 C 


380 


F 1 lip 


9. Oe-37 


M^tph lencrth 

X -1 U Oil X^llM I — 1 1 


116 


S- t Hf^nl" i "t~ v 


68 




— transporting ATPase 




>gi_7 5825 0_emb_CAA5 97 99 




[Phaseolus vulgaris] 


Seq. No. 


220123 


Seq. ID 


LIB314 9-04 2-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl41614 


BLAST score 


172 


E value 


1.0e-12 


Match length 


63 



[ EC 3.6.1.35) - kidney bean 

(X85804) H (+) -transporting ATPase 



% identity 

NCBI Description 



65 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi_22527_emb_CAA24 722_ (V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



- maize 
[Zea 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220124 

LIB314 9-042-Q1-K1-B1 

BLASTX 

g464621 

355 

1.0e-33 

120 
60 



31013 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



O • 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



220125 

LIB3149-042-Q1-K1-B11 

BLASTX 

g4056506 

236 

3.0e-20 

62 

74 

(AC005896) nodulin-like protein 



[Arabidopsis thaliana] 



220126 

LIB314 9-042-Q1-K1-B3 

BLASTX 

gl397319 

149 

1.0e-09 

112 

31 

(U61953) No definition line found [Caenorhabditis elegans] 
220127 

LIB314 9-042-Q1-K1-B4 

BLASTX 

g3860315 

454 

3.0e-45 

99 

85 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 
220128 

LIB314 9-042-Q1-K1-B5 

BLASTX 

g3860315 

433 

6.0e-43 

104 

79 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 
220129 

LIB314 9-042-Q1-K1-B7 

BLASTX 

g4417280 

381 

9.0e-37 

95 
80 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
220130 

LIB3149-042-Q1-K1-B9 

31014 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2497752 

173 

9.0e-13 

51 
63 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220131 

LIB314 9-042-Q1-K1-C10 

BLASTX 

g2507281 

352 

1.0e-33 

65 

100 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb__CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S52084 ribosomal 
(X78444) 



220132 

LIB314 9-042-Q1-K1-C4 
BLASTX 
gll72995 
206 

3.0e-16 

79 
56 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir 
protein L22 - rat >giJ710295_emb_CAA55204' 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

220133 

LIB3149-042-Q1-K1-C6 

BLASTX 

g3024126 

687 

1.0e-72 

132 
97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_l 65557 6_emb_CAA9585 6__ ( Z7 127 1 ) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

220134 

LIB3149-042-Q1-K1-C7 

BLASTX 

gl33867 

242 

1.0e-20 

56 

84 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 



31015 



protein Sll - maize >gi_22470_emb_CAA39438_ 
ribosomal protein Sll [Zea mays] 



(X55967) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220135 

LIB314 9-042-Q1-K1-C8 

BLASTX 

g3046705 

201 

9.0e-16 

59 
71 

(AL022198) ribosomal protein Sll - like (partial) 
[Arabidopsis thaliana] 

220136 

LIB3149-042-Q1-K1-C9 

BLASTX 

gl922251 

284 

9.0e-26 

58 

95 

(Y12072) farnesyl pyrophosphate synthase [Gossypium 
arboreum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220137 

LIB3149-042-Q1-K1-D11 

BLASTX 

g3128228 

441 

3.0e-44 

86 

94 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

220138 

LIB314 9-042-Q1-K1-D12 

BLASTX 

g399414 

441 

3.0e-44 

87 
98 

ELONGATION FACTOR 1 -ALP HA (EF-1-ALPHA) - 

>gi__322865_pir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_170776 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_949878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



220139 

LIB314 9-042-Q1-K1-D7 

BLASTX 

g3421123 

379 



31016 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 

Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



core 



ength 
ity 

scription 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



1.0e-36 

84 
83 

(AF043538) 
thaliana] 



20S proteasome beta subunit PBG1 [Arabidopsis 



220140 

LIB314 9-042-Q1-K1-D8 

BLASTX 

gl31770 

349 

5.0e-33 

97 

65 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2984 4_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



220141 

LIB314 9-042-Q1-K1-E1 

BLASTX 

g464707 

155 

3.0e-13 

58 

71 

4 OS RIBOSOMAL 
protein S18.A 



S374 96 ribosomal 



PROTEIN S18 >gi_480908_pir_ 
- Arabidopsis thaliana 
>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gT_4538910_emb__CAB39647. 1_ (AL04 9482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220142 

LIB314 9-042-Q1-K1-E11 

BLASTX 

g2558962 

156 

1.0e-10 

62 
53 

(AF025667) histone H2B1 [Gossypium hirsutum] 
220143 

LIB314 9-042-Q1-K1-E4 
BLASTX 



31017 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g586076 
733 

5.0e-78 

144 

96 

TUBULIN BETA-1 CHAIN >gi_4 8 67 34_pir S35142 tubulin beta 

chain - white lupine >gi_4 02 636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220144 

LIB314 9-042-Q1-K1-E6 

BLASTX 

g3451473 

179 

5.0e-13 

112 
39 

(AL03134 9) 4-nitrophenylphosphatase [Schizosaccharortiyces 
pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220145 

LIB3149-042-Q1-K1-E7 

BLASTX 

g3894172 

313 

6.0e-29 
117 
47 

(AC005312) 
thaliana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



Seq. No. 


220146 


Seq. ID 


LIB3149-042-Q1-K1 


Method 


BLASTX 


NCBI GI 


g2244929 


BLAST score 


150 


E value 


1.0e-09 


Match length 


75 


% identity 


43 


NCBI Description 


(Z97339) unnamed 


Seq. No. 


220147 


Seq. ID 


LIB3149-042-Q1-K1 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


143 


E value 


6.0e-09 


Match" length 


25 


% identity 


92 


NCBI Description 


CASEIN KINASE II 



-E8 



BETA 1 CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II {EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 



220148 



31018 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB314 9-042-Q1-K1-E10 

BLASTX 

g4101589 

247 

2.0e-21 
76 
61 

(AF005050) 



aspartyl aminopeptidase [Homo sapiens] 



220149 

LIB3149-042-Q1-K1-F12 

BLASTX 

g4127456 

210 

5.0e-17 

70 

66 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
220150 

LIB314 9-042-Q1-K1-F4 

BLASTX 

g2065531 

396 

2.0e-45 
117 

75 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
220151 

LIB3149-042-Q1-K1-F5 

BLASTX 

g2632254 

503 

3.0e-51 

105 
87 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
220152 

LIB3149-042-Q1-K1-F7 

BLASTX 

gl841870 

294 

1.0e-26 

78 
73 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 
220153 

LIB314 9-042-Q1-K1-F8 

BLASTX 

gl841870 

318 

2.0e-29 

95 

69 



31019 



it 



NCBI Description (U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220154 

LIB314 9-042-Q1-K1-F9 

BLASTN 

gl418705 

76 

8.0e-35 

178 

96 

G.hirsutum metallothionein-like gene 
220155 

LIB314 9-042-Q1-K1-G10 

BLASTX 

g2581785 

358 

2.0e-34 

86 
77 

(U94999) class 2 non-symbiotic hemoglobin [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220156 

LIB314 9-042-Q1-K1-G2 

BLASTX 

g322750 

640 

4.0e-67 

128 
95 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220157 

LIB3149-042-Q1-K1-G4 

BLASTX 

g!703380 

448 

1.0e-44 

87 
98 

AD P - R I BOS YL AT I ON FACTOR >gi_11324 83_dbj_BAA04 607_ 
ADP-ribosylation factor [Oryza sativa] 

220158 

LIB314 9-042-Q1-K1-G5 

BLASTX 

g2431769 

208 

1.0e-16 

55 
76 

(U62752) acidic ribosomal protein Pla [Zea mays] 



(D17760) 



Seq. No. 



220159 



31020 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB314 9-042-Q1-K1-G6 

BLASTX 

g3894387 

208 

2.0e-16 

135 
5 

(AF053995) 



Hcr2-0B [Lycopersicon esculentum] 



220160 

LIB3149-042-Q1-K1-G7 

BLASTX 

g3413167 

354 

1.0e-33 

71 

96 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
220161 

LIB314 9-042-Q1-K1-G8 

BLASTX 

g3319882 

265 

3.0e-23 

62 
82 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



220162 

LIB3149-042-Q1-K1-H11 

BLASTX 

g3128228 

334 

1.0e-31 

70 
90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

220163 

LIB314 9-042-Q1-K1-H3 

BLASTX 

gl754522 

170 

4 .0e-21 

106 . 
52 

(D89984) ornithine decarboxylase [Nicotiana tabacum] 
220164 

LIB314 9-042-Q1-K1-H5 

BLASTX 

g464707 

432 



31021 



E value 
Match length 
% identity 
NCBI Description 



6.0e-43 

107 

83 

40S RIBOSOMAL PROTEIN S18 >gi__480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb__CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909__ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal SI 8 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647 . 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 220165 

Seq. ID LIB3149-042-Q1-K1-H6 

Method BLASTX 

NCBI GI g464707 

BLAST score 239 

E value 4.0e-20 

Match length 78 

% identity 62 

NCBI Description 40S RIBOSOMAL PROTEIN S18 >gi_480908jpir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34345_embjCAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb__CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121 / gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4 538 910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220166 

LIB314 9-04 2-Q1-K1-H8 

BLASTX 

g3024020 

602 

1.0e-62 

130 
87 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 



220167 

LIB314 9-043-Q1-K1-A1 



31022 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g642263 

187 

1.0e-101 

347 
88 

R.enysii ITS2 and 28S rRNA gene (partial) 
220168 

LIB314 9-043-Q1-K1-A2 

BLASTX 

gl350707 

121 

1.0e-12 

52 

70 

60S RIBOSOMAL PROTEIN L29 >gi_539923_pir JC2012 ribosomal 

protein 17K - mouse >gi_404766 (L08651) ribosomal protein 
[Mus mus cuius] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220169 

LIB314 9-043-Q1-K1-A3 

BLASTX 

gl24224 

610 

1.0e-63 

122 
93 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

220170 

LIB314 9-043-Q1-K1-A6 

BLASTX 

gl26959 

297 

4.0e-27 

83 
75 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7-5A (RT-TIP) 

>gi_82192_pir JQ1011 TobRB7-5A protein - common tobacco 

>gi__100371_pir S13719 probable membrane channel protein - 

common tobacco >gi_20011_emb_CAA38 634_ (X54855) possible 
membrane channel protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220171 

LIB314 9-043-Q1-K1-A8 

BLASTX 

g3873845 

150 

1.0e-09 

54 

48 

(Z82256) similar to 60S ribosomal protein L29; cDNA EST 
yk4 93f9.3 comes from this gene [Caenorhabditis elegans] 



31023 



CI 



Sea No . 


220172 


Seq. ID 


LIB314 9-043-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


237 


F. value 


1.0e-131 


Match lencrth 


277 


% identity 


96 


NCBI Description 


Eucryphia lucida large subunit 26S ribosomal RNA c 




partial sequence 


Seq. No. 


220173 


Seq. ID 


LIB3149-043-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4432840 


BLAST score 


321 


TT. V3 1 UP 


8 . Oe-30 


Match length 


106 


% identity 


61 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220174 


Seq. ID 


LIB314 9-043-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2829871 


JDJ_irt.O JL o V-' w J- w 


259 


Tt* TT^l IIP 
Hi V CL -L U1C 


5 . Oe-39 




103 


% i Hpnf itv 


72 


NPRT npqrriDtion 


(AC002396) Hypothetical protein [Arabidopsis thai 


Seq. No. 


220175 


Seq. ID 


LIB314 9-043-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


474 


K 1 ne 

111 V CL _l_ \JLS^ 


9. Oe-48 


Match length 


116 


% \ Hpnt" it" v 


76 


NCRT npqrrintiori 

L^i V> J—J _L i— ' O V— -» JL -L- k-/ ^ w X X 


(AF092547) profilin [Ricinus communis] 


Sea No . 


220176 


Seq. ID 


LIB314 9-043-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


475 


E value 


6.0e-48 


Match length 


97 


% identity 


88 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 



>gi_480787__pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_einb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 220177 

Seq. ID LIB3149-043-Q1-K1-C11 



31024 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!917019 

508 

1.0e-51 

128 
77 

(U92045) 



ribosomal protein S6 RPS6-1 [Zea mays] 



220178 

LIB314 9-043-Q1-K1-C12 

BLASTX 

g2529665 

628 

9.0e-66 

129 
92 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 220179 

Seq. ID LIB3149-043-Q1-K1-C2 

Method BLASTX 

NCBI GI g3128177 

BLAST score 335 

E value 1.0e-31 

Match length 82 

% identity 80 

NCBI Description (AC004521) unknown protein [Arabidopsis thaliana] 

Seq. No. 220180 

Seq. ID LIB3149-043-Q1-K1-C3 

Method BLASTX 

NCBI GI g2827552 

BLAST score 482 

E value 1.0e-48 

Match length 108 

% identity 41 

NCBI Description (AL021635) predicted protein [Arabidopsis thaliana] 

Seq. No. 220181 

Seq. ID LIB3149-043-Q1-K1-C4 

Method BLASTX 

NCBI GI g2894603 

BLAST score 188 

E value 3.0e-14 

Match length 74 

% identity 16 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 220182 

Seq. ID LIB3149-043-Q1-K1-C5 

Method BLASTX 

NCBI GI g2119353 

BLAST score 287 

E value 8.0e-26 

Match length 115 

% identity 50 



31025 



NCBI Description 



calmodulin - moss (Physcomitrella patens) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220183 

LIB3149-043-Q1-K1-C6 

BLASTX 

g514322 

416 

6.0e-41 

122 
63 

(L34772) RNA polymerase subunit [Arabidopsis thaliana] 

>gi_1586549_prf 2204246A RNA polymerase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220184 

LIB314 9-043-Q1-K1-C9 

BLASTX 

gl352821 

626 

2.0e-65 

119 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

220185 

LIB314 9-043-Q1-K1-D1 

BLASTX 

g3834309 

283 

2.0e-25 

89 
54 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 

220186 

LIB3149-043-Q1-K1-D4 

BLASTX 

g4039014 

478 

3.0e-48 

127 
66 

(AF037338) cleft lip and palate transmembrane protein 1 
[Homo sapiens] >gi__4063033 (AF037339) cleft lip and palate 
transmembrane protein 1 [Homo sapiens] 

>gi_4502897_ref__NP_001285.1_pCLPTMl_ cleft lip and palate 
associated transmembrane protein 



Seq. No. 
Seq. ID 



220187 

LIB314 9-043-Q1-K1-D6 



31026 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2494620 

277 

1.0e-24 

71 
68 

SUCCINATE DEHYDROGENASE IRON- SULFUR PROTEIN >gi_975319 
(U31902) succinate dehydrogenase iron-sulfur protein 
subunit [Paracoccus denitrif icans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220188 

LIB3149-043-Q1-K1-D7 

BLASTX 

g2996166 

339 

7.0e-32 

66 

91 

(AF051757) putative 60S ribosomal protein L15 [Picea 
mariana] >gi_2996168 (AF051758) putative 60S ribosomal 
protein L15 [Picea mariana] >gi_2996170 (AF051759) putative 
60S ribosomal protein LIS [Picea mariana] 



Spa No 


220189 


Seq. ID 


LIB314 9-043-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g!335861 


BLAST score 


55 


E value 


4.0e-22 


Match length 


212 


% identity 


84 


NCBI Description 


Glycine max clathrin heavy chain mRNA ; 


Seq. No. 


220190 


Seq. ID 


LIB314 9-043-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


566 


E value 


1.0e-58 


Match length 


111 


% identity 


99 


NCBI Description 


(X94 995) naringenin-chalcone synthase 


Seq. No. 


220191 


Seq. ID 


LIB3149-043-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl33812 


BLAST score 


323 


E value 


5.0e-30 


Match length 


74 


% identity 


86 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN SI 6 




ribosomal protein S16 - white mustard 




>gi 12217_emb_CAA31944_ (X13609) 16S : 




[Sinapis alba] 


Seq. No. 


220192 



>giJ71000j?ir R3IS16 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-043-Q1-K1-F12 

BLASTX 

g!174621 

191 

2.0e-14 

86 

49 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_108 3259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb__CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220193 

LIB3149-043-Q1-K1-F3 

BLASTX 

g2118220 

412 

2.0e-40 
117 
75 

H+-transporting ATPase (EC 
(clone AVA-P1) - Arabidopsi 
vacuolar H+-pumping ATPase 
thaliana] >gi_926933 (L4458 
kDa proteolipid [Arabidopsi 
>gi_3 0 9694 l_emb_CAAl 8 8 5 1 . 1_ 
H+-transporting ATPase 16K 
>gi_4 5 3 9 3 1 l_emb_CAB3 8 8 1 2 • 1_ 
ATPase 16K chain P2, vacuol 



3.6.1.35), vacuolar, 16K chain 
s thaliana >gi_926929 (L44581) 
16 kDa proteolipid [Arabidopsis 
3) vacuolar H+-pumping ATPase 16 
s thaliana] 

(AL023094) vacuolar 
chain [Arabidopsis thaliana] 
(AL03567 9) H+-transporting 
ar [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- 'Value 

Match length 

% identity 

NCBI Description 



220194 

LIB3149-043-Q1-K1-F4 

BLASTX 

g3122060 

300 

3.0e-27 

60 

97 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2598 657_emb_CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220195 

LIB314 9-043-Q1-K1-F5 

BLASTX 

g4567251 

155 

3.0e-10 

32 

78 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



220196 

LIB314 9-043-Q1-K1-F6 

BLASTX 

g2911058 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206 

3.0e-16 

88 
45 

(AL021961) 



putative protein [Arabidopsis thaliana] 



220197 

LIB314 9-043-Q1-K1-F9 

BLASTX 

gll3029 

384 

3.0e-37 

73 
100 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) 
>gi_68209_pir WZCNIU isocitrate lyase (EC 4, 



(ICL) 
1.3.1) 



upland cotton >gi_JL848 6_emb_CAA36381_ 
ly ase (aa 1-576) [Gossypium hirsutum] 



(X52136) isocitrate 



220198 

LIB3149-043-Q1-K1-G12 

BLASTX 

g557472 

211 

7 .Oe-17 

126 
37 

(U15178) arabinosidase [Bacteroides ovatus] 
220199 

LIB314 9-043-Q1-K1-G2 

BLASTX 

g3450889 

340 

5.0e-32 

97 

73 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
220200 

LIB314 9-043-Q1-K1-G3 

BLASTX 

g3450889 

149 

9.0e-10 

72 
53 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
220201 

LIB314 9-043-Q1-K1-G5 

BLASTX 

g2662341 

654 

8.0e-69 

129 
98 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj__BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

220202 

LIB314 9-043-Q1-K1-G8 

BLASTN 

gl654275 

156 

8.0e-83 

156 

100 

Cienfuegosia tripartita 5.8S ribosomal RNA gene and 
internal transcribed spacer 1 and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



220203 

LIB314 9-043-Q1-K1-H11 

BLASTX 

g464707 

514 

2.0e-52 

117 

85 

40S RIBOSOMAL PROTEIN S18 >gi_4 8 0908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 343_emb_CAA8227 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi 434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906__emb_CAA8227 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA7 2909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R6477 6 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910__emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220204 

LIB314 9-043-Q1-K1-H12 

BLASTX 

gl076414 

277 

1.0e-24 

118 

51 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_7 575 34_emb_CAA5 9963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

220205 

LIB314 9-043-Q1-K1-H4 

BLASTX 

g3157933 

514 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-52 

120 

79 

(AC002131) Contains similarity to box helicases gb_U29097 
from C. elegans and to the ENBP1 gene product gb_X95995 
from Vicia sativa. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220206 

LIB3149-043-Q1-K1-H5 

BLASTX 

g3687243 

241 

2.0e-20 

61 

77 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220207 

LIB314 9-043-Q1-K1-H8 

BLASTX 

g3860277 

486 

4.0e-4"9 

128 

75 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314 394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



220208 

LIB314 9-043-Q1-K1-H9 

BLASTX 

g2827082 

521 

3.0e-53 

120 

79 

(AF020272) malate dehydrogenase 



[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220209 

LIB3149-044-Q1-K1-A1 

BLASTX 

g3212116 

267 

2.0e-23 

107 
49 

(Y17393) prefoldin subunit 2 



[Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220210 

LIB314 9-04 4-Q1-K1-A10 

BLASTX 

g4371282 

497 

2.0e-50 

110 
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% identity 

NCBI Description 



86 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



220211 

LIB3149-044-Q1-K1-A11 

BLASTX 

g2648032 

628 

1.0e-65 

141 

79 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
220212 

LIB314 9-044-Q1-K1-A12 

BLASTX 

g2500195 

319 

2.0e-29 

65 

95 

RAC-LIKE GTP BINDING PROTEIN RHOl >gi_974780_emb_CAA8 9050_ 
(Z49191) small G protein [Beta vulgaris] 

220213 

LIB314 9-044-Q1-K1-A2 

BLASTX 

g547886 

300 

2.0e-27 

118 

58 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_108444 4_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 

(EC 1.1.1.40) - Flaveria pringlei >gi_459441_emb_CAA54 986_ 

(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 

220214 

LIB314 9-044-Q1-K1-A3 

BLASTX 

g4454033 

186 

5.0e-14 

54 
59 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

220215 

LIB314 9-044-Q1-K1-A4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3893081 
523 

2.0e-53 

138 

70 

(AJ012747) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MLH1 protein [Arabidopsis thaliana] 



220216 

LIB314 9-04 4-Q1-K1-A5 

BLASTX 

g4508079 

156 

7.0e-ll 

74 

45 

(AC005882) 66284 [Arabidopsis thaliana] 
220217 

LIB3149-044-Q1-K1-A6 

BLASTX 

gl518540 

590 

3.0e-61 

127 
91 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
220218 

LIB314 9-04 4-Q1-K1-A7 

BLASTX 

g547886 

505 

3.0e-51 

137 
74 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP- DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_54 2102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_1084444_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 

(EC 1.1.1.40) - Flaveria pringlei >gi_45944 l_emb_CAA54 98 6__ 

(X78069) malate dehydrogenase ( oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 

220219 

LIB314 9-044-Q1-K1-B10 

BLASTX 

g2119937 

701 

3.0e-74 

140 

98 

translation initiation factor eIF-4A.13 - common tobacco 
(fragment) 



Seq. No. 



220220 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-044-Q1-K1-B12 

BLASTX 

g3924597 

212 

6.0e-17 

133 
37 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



220221 

LIB3149-044-Q1-K1-B3 

BLASTX 

g3915847 

396 

2.0e-38 

84 

88 

4 OS RIBOSOMAL PROTEIN S2 
40S ribosomal protein S2 



>gi_2335095 (AC002339) putative 
[Arabidopsis thaliana] 



220222 

LIB3149-044-Q1-K1-C11 

BLASTX 

g4206210 

4 62 

3.0e-46 

141 

64 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220223 

LIB314 9-044-Q1-K1-C12 

BLASTX 

gl69989 

506 

2.0e-51 

111 

88 

(L12157) NADPH-specif ic isocitrate dehydrogenase [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220224 

LIB314 9-044-Q1-K1-C2 

BLASTX 

g2829899 

299 

3.0e-27 

124 

47 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp X91961 1107495 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220225 

LIB314 9-04 4-Q1-K1-C7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241927 

52 

3.0e-20 

112 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



PI clone: 



220226 

LIB3149-044-Q1-K1-C9 

BLASTX 

gl362078 

231 

2.0e-19 

62 
63 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb__CAA48324_ (X68254) 
cellulase [Tropaeolum ma jus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220227 

LIB314 9-044-Q1-K1-D2 

BLASTN 

g974781 

33 

5.0e-09 

120 
86 

C.blumei kinetoplast met gene for cobalamine-independent 
methionine synthase 

220228 

LIB3149-044-Q1-K1-D3 

BLASTX 

g730645 

440 

1.0e-43 

114 

79 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >giJ313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R2 9788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliaria] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220229 

LIB314 9-044-Q1-K1-D7 

BLASTX 

g464621 

375 

4 ,0e-36 

83 
88 
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NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

220230 

LIB3149-044-Q1-K1-D8 

BLASTX 

g218288 

281 

5.0e-25 

136 
29 

(Dlllll) chloroplast 33 kd ribonucleoprotein (cp33) 
[Nicotiana sylvestris] >gi_311952_emb__CAA41253_ (X58356) 33 
kd chloroplast ribonucleoprotein [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220231 

LIB3149-044-Q1-K1-E11 

BLASTX 

gl905910 

422 

1.0e-41 

144 

54 

(AD000092) putative human phenylalanine tRNA synthetase 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220232 

LIB314 9-04 4-Q1-K1-E2 

BLASTX 

gl351983 

207 

1.0e-16 

88 
50 

AS PARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 1 

(GLUTAMINE-DEPENDENT AS PARAGINE SYNTHETASE 1) 
>gi_2147131_pir S57931 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) - Lotus japonicus 
>gi_2147133_pir S69182 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) 1 - Lotus japonicus 
>gi_897771__emb_CAA61589_ (X89409) asparagine synthase 

(glutamine-hydrolysing) [Lotus japonicus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220233 

LIB314 9-044-Q1-K1-E3 

BLASTX 

gll70373 

290 

2.0e-47 

103 

96 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10724 7 3_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52 684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 
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CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220234 

LIB3149-044-Q1-K1-E6 

BLASTN 

g2264314 

34 

2.0e-09 

134 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4 r complete sequence [Arabidopsis thaliana] 

220235 

LIB3149-044-Q1-K1-E7 

BLASTX 

g2970051 

446 

2.0e-44 

95 
89 

(AB012110) ARG10 [Vigna radiata] 
220236 

LIB314 9-044-Q1-K1-E8 

BLASTX 

g3882183 

192 

1.0e-14 

58 
31 

(AB018274) KIAA0731 protein [Homo sapiens] 
220237 

LIB314 9-04 4-Q1-K1-F12 

BLASTX 

g4572674 

279 

9.0e-25 

73 
73 

(AC006954) unknown protein [Arabidopsis thaliana] 
220238 

LIB314 9-04 4-Q1-K1-F3 

BLASTX 

gl362086 

540 

1.0e-55 

108 

94 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyl tetrahydr opt eroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220239 

LIB314 9-044-Q1-K1-F6 

BLASTX 

gl076746 

313 

9.0e-29 

80 
80 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA4 7 948_ (X67711) heat shock protein 70 
[Oryza sativa] 

220240 

LIB3149-044-Q1-K1-F7 

BLASTX 

g542179 

695 

1.0e-73 

139 
97 

alpha tubulin - maize >gi_629837_pir S39998 tubulin alpha 

chain - maize (fragment) >gi_393401_emb_CAA52158_ (X73980) 
alpha tubulin [Zea mays] 



Seq. No. 


220241 




Seq. ID 


LIB3149-044-Q1-K1-F8 




Method 


BLASTX 




NCBI GI 


g3893081 




BLAST score 


493 




E value 


6.0e-50 




Match length 


134 




% identity 


69 




NCBI Description 


(AJ012747) MLH1 prote 


in [Arabidopsis thaliana] 


Seq. No. 


220242 




Seq. ID 


LIB314 9-044-Q1-K1-G10 




Method 


BLASTX 




NCBI GI 


g3821280 




BLAST score 


455 




E value 


2.0e-45 




Match length 


117 




% identity 


77 


synthetase type II [Phaseolus 


NCBI Description 


(AJ009952) asparagine 




vulgaris] 




Seq. No. 


220243 




Seq. ID 


LIB3149-044-Q1-K1-G3 




Method 


BLASTX 




NCBI GI 


g477280 




BLAST score 


552 




E value 


7.0e-57 




Match length 


128 





% identity 

NCBI Description 



mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs__1367 4 0 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
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P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 


220244 


Seq. ID 


LIB314 9-044-Q1-K1-G6 


Method 




NCBI GI 


g2842689 


BLAST score 


233 


E value 


2.0e-19 


Match length 


141 


% identity 


38 


NCBI Description 


HYPOTHETICAL 50.4 KD PROTEIN C1F8 


>gi 1638851_emb_CAB03598_ (Z81312 




[Schizosaccharomyces pombe] 


O ,--N /-r XT /-"N 

beq . no . 




Seq. ID 


LIB314 9-044-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


143 


E value 


6.0e-09 


Match length 


141 


% identity 


35 


NCBI Description 


(Z97339) unnamed protein product 


Seq. No. 


220246 


Seq. ID 


T TU"3 1 A Q — CiA A —I^l —Ul 

Lid Jl 4 y — U4 4 — y 1 — rv± — ri / 


Method 


BLASTX 


NCBI GI 


g2961358 


BLAST score 


614 


E value 


4.0e-64 


Match length 


137 


% identity 


86 


NCBI Description 


(AL022140) serine/threonine prote 




[Arabidopsis thaliana] 


Seq. No. 


o o n o a n 
ZZ UZ4 / 


Seq. ID 


LIB314 9-044-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


473 


E value 


1.0e-47 


Match length 


126 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


O O O O A Q 


Seq. ID 


LIB314 9-04 6-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3608485 


BLAST score 


531 


E value 


2.0e-54 


Match length 


113 


% identity 


88 


NCBI Description 


(AF088915) proteasome beta subuni 


Seq. No. 


220249 



unknown 
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Seq. ID LIB3149-046-Q1-K1-A10 

Method BLASTX 

NCBI GI g444791 

BLAST score 249 

E value 2.0e-21 

Match length 112 

% identity 14 

NCBI Description ubiquitin [Bos taurus] 

Seq. No. 220250 

Seq. ID LIB3149-046-Q1-K1-A11 

Method BLASTN 

NCBI GI g438110 

BLAST score 35 

E value 2.0e-10 

Match length 55 

% identity 91 

NCBI Description L.albus ubiquitin extension protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220251 

LIB314 9-04 6-Q1-K1-A12 

BLASTX 

g541546 

334 

2.0e-31 

67 

20 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 


220252 




Seq. ID 


LIB3149-046 


-Q1-K1-A8 


Method 


BLASTX 




NCBI GI 


g2827002 




BLAST score 


221 




E value 


4.0e-18 




Match length 


82 




% identity 


51 




NCBI Description 


(AF005993) 


HSP70 [Triticum aestivum 


Seq. No. 


220253 




Seq. ID 


LIB3149-046 


-Q1-K1-A9 


Method 


BLASTX 




NCBI GI 


g2119045 




BLAST score 


537 




E value 


4.0e-55 




Match length 


130 




% identity 


78 




NCBI Description 


small nuclear ribonucleoprotein U1A 



>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No. 220254 

Seq. ID LIB3149-046-Q1-K1-B11 

Method BLASTX 

NCBI GI g3123264 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



468 

5.0e-47 

118 

76 

60S RIBOSOMAL PROTEIN L27 >gi_224 4857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220255 

LIB314 9-04 6-Q1-K1-B12 

BLASTX 

g730547 

249 

3.0e-28 

85 

75 

60S RIBOSOMAL PROTEIN L27 
220256 

LIB314 9-04 6-Q1-K1-B3 

BLASTX 

g4097547 

282 

2.0e-25 

67 

45 

(U64906) ATFP3 [Arabidopsis thaliana] 
220257 

LIB314 9-04 6-Q1-K1-B5 

BLASTX 

g2262100 

534 

1.0e-54 

122 

80 

(AC002343) unknown protein [Arabidopsis thaliana] 
220258 

LIB314 9-04 6-Q1-K1-B7 

BLASTX 

g4097547 

214 

2.0e-17 

89 
31 

(U64906) ATFP3 [Arabidopsis thaliana] 
220259 

LIB314 9-04 6-Q1-K1-C4 

BLASTX 

g4490705 

466 

8.0e-47 

111 

84 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 



31041 



Seq. No. 


220260 


Seq. ID 


LIB314 9-046-Q1-K1-C6 


Method 


DT 7\ C TV 


NCBI GI 


g4530585 


BLAST score 


357 


E value 


5.0e-34 


Match length 


85 


% identity 


74 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 


Seq. No. 


220261 


Seq. ID 


LIB314 9-04 6-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl084415 


BLAbl score 


"3 O C\ 


E value 


1.0e-29 


Match length 


95 


% identity 


62 


NCBI Description 


RNA-binding protein - Wood tobacco >gi_624 925_ 




(D26182) RNA-binding glycine rich protein (RG 




[Nicotiana sylvestris] 


Seq. No. 


220262 


Seq. ID 


LIB314 9-046-Q1-K1-C9 


Method 


bit/lb 1 A 


NCBI GI 


gl222552 


BLAST score 


153 


E value 


3.0e-10 


Match length 


50 


% identity 


64 


NCBI Description 


(U49330) pectin methylesterase [Lycopersicon 


Seq. No. 


220263 


Seq. ID 


LIB314 9-04 6-Q1-K1-D1 


Method 


DJ-iriO 1 A 


NCBI GI 


g3643606 


BLAST score 


253 


E value 


1.0e-21 


Match length 


119 


% identity 


41 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis 


Seq. No. 


220264 


Seq. ID 


LIB314 9-046-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3914430 


BLAST score 


550 


E value 


1.0e-56 


Match length 


123 


% identity 


86 


NCBI Description 


PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN 



CHAIN) ( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 



220265 
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Seq. ID 


LIB314 9-04 6-Q1-K1-D11 


Method 


BLASTX 


JNOril bl 




BLAST score 


174 


E value 


1.0e-12 


Match length 


46 


% identity 


76 


NCBI Description 


(U37838) fructokinase [Beta 


Seq. No. 


220266 


Seq. ID 


LIB314 9-04 6-Q1-K1-D12 


Method 


BLASTX 




rrA 71 A 761 
jil Jul 


BLAST score 


216 


E value 


2.0e-17 


Match length 


44 


% identity 


95 


NCBI Description 


(AC006340) unknown protein 


Seq. No. 


220267 


Seq. ID 


LIB3149-04 6-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g322854 


BLAST score 


180 


E value 


3.0e-13 


Match length 


78 


% identity 


44 


NCBI Description 


pollen-specific protein - r 



(Z16402) pollen specific gene [Oryza sativa] 



Seq. No. 


220268 




Seq. ID 


LIB3149-046- 


-Ql- 


Method 


BLASTX 




NCBI GI 


g3128192 




BLAST score 


442 




E value 


6.0e-44 




Match length 


109 




% identity 


72 




NCBI Description 


(AC004521) < 


axi 


Seq. No. 


220269 




Seq. ID 


LIB3149-046 


-Ql 


Method 


BLASTX 




NCBI GI 


g2407800 




BLAST score 


532 




E value 


2.0e-54 




Match length 


133 




% identity 


83 




NCBI Description 


(Y12575) histo 


Seq. No. 


220270 




Seq. ID 


LIB3149-046 


-Ql 


Method 


BLASTX 




NCBI GI 


gll69840 




BLAST score 


356 




E value 


7.0e-34 




Match length 


71 





1-like protein [Arabidopsis thaliana] 
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% identity 

NCBI Description 



No. 

ID 



Seq. 
Seq. 

Method 
NCBI GI 



79 

GIBBERELLIN-REGULATED PROTEIN 4 PRECURSOR 

>gi_2129591__pir S7144-2 GAST1 protein homolog 

- Arabidopsis thaiiana >gi_950099 (U15683) 
gibberellin-regulated [Arabidopsis thaiiana] 

220271 

LIB314 9-04 6-Q1-K1-D7 

BLASTX 

g585973 



(clone GASA4) 



BLAST score 


550 


E value 


1.0e-56 


Match length 


130 




ft R 


NCBI Description 


FRUCTOKINASE >gi 626018 pir S39997 fructokinase (EC 


2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 




fructokinase [Solanum tuberosum] >gi_1095321_prf 2108: 




fructokinase [Solanum tuberosum] 


Seq. No. 


220272 


Seq. ID 


LIB3149-046-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2997591 


BLAST score 


n o 


E value 


6.0e-51 


Match length 


136 


% identity 


76 


NCBI Description 


(AF020814 ) glucose- 6-phosphate/phosphate-translocator 




precursor [Pisum sativum] 


Seq. No. 


220273 


Seq. ID 


LIB314 9-04 6-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl931655 


BLAST score 


602 


E value 


1.0e-62 


Match length 


129 


% identity 


86 


NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis thaiiana] 


Seq. No. 


220274 


Seq. ID 


LIB314 9-04 6-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


418 


E value 


4 .Oe-41 


Match length 


128 


% identity 


67 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
'BLAST score 
E value 
Match length 



220275 

LIB314 9-04 6-Q1-K1-E4 

BLASTX 

g218157 

358 

4.0e-34 

78 
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II 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



(D13512) cytoplasmic aldolase [Oryza sativa] 
220276 

LIB3149-04 6-Q1-K1-E5 

BLASTX 

g730583 

188 

3.0e-14 

111 
41 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argent at um] 

220277 

LIB314 9-04 6-Q1-K1-E6 

BLASTX 

g4263791 

276 

2.0e-24 

59 

90 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

220278 

LIB3149-046-Q1-K1-E7 

BLASTX 

g2980770 

394 

3.0e-38 

129 
63 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



220279 

LIB3149-04 6-Q1-K1-F1 

BLASTX 

g2780194 

67 6 

2.0e-71 

140 
63 

(AJ003197) adenine nucleotide 



translocator [Lupinus albus] 



220280 

LIB314 9-04 6-Q1-K1-F10 

BLASTX 

g4539545 

632 

3.0e-66 

129 
94 

(Y16644) PRCI [Nicotiana tabacum] 
220281 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-04 6-Q1-K1-F11 

BLASTX 

g3142300 

494 

4.0e-50 

121 

69 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220282 

LIB314 9-04 6-Q1-K1-F12 

BLASTX 

g3832512 

156 

3.0e-ll 

94 
44 

(AF097 922) granule-bound glycogen 
[Astragalus membranaceus] 



(starch) synthase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220283 

LIB314 9-04 6-Q1-K1-F3 

BLASTX 

g399013 

189 

2.0e-14 

120 
41 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_44 5607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220284 

LIB314 9-046-Q1-K1-F4 

BLASTX 

gl21083 

701 

3.0e-74 

139 

92 

GLYCINE DEHYDROGENASE (DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 

>gi_282926_pir A42109 glycine dehydrogenase 

(decarboxylating) (EC 1.4.4.2) component P precursor - 
garden pea >gi_2074 l_emb_CAA4 2 4 4 3_ (X59773) component of 
aminomethyltransf erase [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 



220285 

LIB3149-046-Q1-K1-F5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2213595 
290 

4.0e-26 

126 

48 

(AC000348) T7N9.15 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220286 

LIB3149-046-Q1-K1-F6 

BLASTX 

g2493129 

667 

3.0e-70 

136 

99 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit 
[Gossypium hirsutum] 



Seq. No. 


220287 


Seq. ID 


LIB314 9-04 6-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4519264 


BLAST score 


252 


E value 


1.0e-21 


Match length 


118 


% identity 


52 


NCBI Description 


(AB024277) vacuolar HH — ATPase B subunit 


Seq. No. 


220288 


Seq. ID 


LIB314 9-04 6-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl34672 


BLAST score 


554 


E value 


5.0e-57 


Match length 


132 


% identity 


78 


NCBI Description 


SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi 



superoxide dismutase 



(Mn) 



(EC 1.15.1. 

curled-leaved tobacco >gi_19693_emb_CAA32643_ 
manganese superoxide dismutase preprotein (AA 
[Nicotiana plumbaginif olia] 



82145_pir S03639 

precursor - 

(X14482) 
-24 to 204) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220289 

LIB3149-046-Q1-K1-G10 

BLASTX 

g2832623 

388 

1.0e-37 

111 

65 

(AL021711) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 



220290 

LIB314 9-04 6-Q1-K1-G2 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl34672 
559 

1.0e-57 

132 

79 

SUPEROXIDE D I SMUT AS E PRECURSOR (MN) >gi_82145_pir S03639 

superoxide dismutase (EC 1.15.1.1) (Mn) precursor - 
curled-leaved tobacco >gi_19693_emb_CAA32643_ (X14482) 
manganese superoxide dismutase preprotein {AA -24 to 204) 
[Nicotiana plumbaginif olia] 



Seq. No. 


220291 


Seq. ID 


LIB314 9-04 6-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


ill 


E value 


4.0e-12 


Match length 


89 


% identity 


53 


NCBI Description 


(AC005395) hypothetical 


Seq. No. 


220292 


Seq. ID 


LIB314 9-04 6-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


325 


E value 


3.0e-30 


Match length 


88 


% identity 


73 


NCBI Description 


heat shock protein 70 - 




> gi_7 6316 0_emb_CAA4 7 948 




[Oryza sativa] 


Seq. No. 


220293 


Seq. ID 


LIB314 9-04 6-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl!4682 


BLAST score 


251 


E value 


1.0e-21 


Match length 


60 


% identity 


80 



rice (fragment) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

220294 

LIB314 9-04 6-Q1-K1-H10 

BLASTN 

gl732358 

44 

2.0e-15 

80 

89 

Malus domestica elongation factor 1 alpha (EF-lalpha) mRNA, 
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partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220295 

LIB314 9-046-Q1-K1-H7 

BLASTX 

gl24226 

262 

7.0e-23 

58 
90 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 





plumbagini folia] 


Seq. No. 


220296 


Seq. ID 


LIBil4y-(J4 /-Ql-Kl-Az 


Method 


BLASTX 


NCBI GI 


g4210451 


BLAST score 


363 


E value 


1.0e-34 


Match length 


88 


% identity 


76 


NCBI Description 


(AB016472) ARR2 protein [Arabidopsis thaliana] 


Seq. No. 


220297 


Seq. ID 


LIBJ14y-U4 /-QI-Kl-Ao 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


173 


E value 


2.0e-12 


Match length 


35 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 >gi 629673 pir S44313 




protein L37 - tomato >gi_48358 6_emb_CAA5567 4_ (X7 




ribosomal protein L37 [Lycopersicon esculent urn] 


Seq. No. 


220298 


Seq. ID 


LIB3149-047-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3281868 


BLAST score 


238 


E value 


5.0e-20 


Match length 


53 


% identity 


91 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana 


Seq. No. 


220299 


Seq. ID 


LIB314 9-04 7-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g4006940 


BLAST score 


34 


E value 


2.0e-09 


Match length 


70 


% identity 


87 


NCBI Description 


Arabidopsis thaliana mRNA for voltage-dependent 
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anion-selective channel protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220300 

LIB314 9-047-Q1-K1-A6 

BLASTX 

g3024629 

154 

4.0e-10 

118 

31 

GAMMA- SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-GAMMA) 

>gi_423252_pir S32369 gamma -SNAP protein - bovine 

>gi_298 669_bbs_127528 gamma soluble NSF attachment protein, 
gamma SNAP^N-ethyl-maleimide-sensitive fusion protein 
attachment protein [cattle, brain, Peptide, 328 aa] 

>gi_44584 6_prf 1910317C NSF attachment protein 

(SNAP) : ISOTYPE=gamma [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220301 

LIB3149-047-Q1-K1-B1 

BLASTX 

g730449 

501 

7.0e-51 

118 

78 

60S RIBOSOMAL PROTEIN L13-1 



COLD INDUCED PROTEIN C24A) 
S37132 ribosomal protein L13.A - rape 
>gi__398 918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 



>gi 480647 pir 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220302 

LIB314 9-047-Q1-K1-B10 

BLASTX 

g2213620 

410 

2.0e-40 

93 

88 

(AC000103) F21J9.13 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220303 

LIB314 9-047-Q1-K1-B2 

BLASTX 

gl778145 

294 

1.0e-26 

66 
80 

(U66402) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



220304 

LIB3149-047-Q1-K1-B3 

BLASTX 

gl710551 

275 
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E value 


2.0e-24 


Match length 


51 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 




(X95458) ribosomal protein L39 [Zea mays] 


Seq. No. 


220305 


Seq. ID 


LIB314 9-047-Q1-K1-B5 


Method 


BLASTX 


NCRT (IT 


a3877252 


BLAST score 


175 


E value 


1.0e-12 


Match length 


74 


% identity 


50 


NCBI Description 


(Z93382) F45G2.10 [Caenorhabditis elegans] 


Seq. No. 


220306 


Seq. ID 


LIB314 9-047-Q1-K1-B7 


Method 


BLASTX 


IN w J_/ J- \J X 


a3860255 


BLAST score 


305 


E value 


7.0e-28 


Match length 


140 


% identity 


48 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220307 


Seq. ID 


LIB3149-047-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2832641 




Z. vj U 


E value 


7.0e-23 


Match length 


78 


% identity 


65 


NCBI Description 


(AL021710) glycolate oxidase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


220308 


Seq. ID 


LIB3149-047-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


a3924597 


BLAST score 


248 


E value 


4.0e-21 


Match length 


106 


% identity 


49 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana] 


Seq. No. 


220309 


Seq. ID 


LIB314 9-047-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4099914 


BLAST score 


279 


E value 


8.0e-25 


Match length 


79 


% identity 


71 


NCBI Description 


(U91857) ethylene-responsive element binding protein 




homolog [Stylosanthes hamata] 
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Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220310 

LIB3149-047-Q1-K1-C5 

BLASTX 

gl710587 

469 

3.0e-47 

110 
86 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_11968 97 (L4 6848) acidic 
ribosomal protein P0 [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220311 

LIB314 9-047-Q1-K1-D1 

BLASTX 

g4510421 

263 

6.0e-23 

104 

52 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220312 

LIB314 9-047-Q1-K1-D3 

BLASTX 

g2764941 

415 

9.0e-41 

101 

70 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220313 

LIB314 9-047-Q1-K1-D6 

BLASTX 

g3135269 

342 

3.0e-32 

122 

65 

(AC003058) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220314 

LIB314 9-047-Q1-K1-D9 

BLASTX 

g3482918 

390 

4.0e-38 

90 
84 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



220315 

LIB3149-047-Q1-K1-E1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3341685 

321 

4.0e-35 

117 
72 

(AC003672) 



unknown protein [Arabidopsis thaliana] 



220316 

LIB314 9-047-Q1-K1-E10 

BLASTX 

gll73209 

363 

6.0e-35 

92 

82 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi__439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220317 

LIB314 9-047-Q1-K1-E4 

BLASTX 

g4512664 

511 

5.0e-52 

136 

68 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471__gb_AAD22378*l_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



220318 

LIB314 9-047-Q1-K1-E7 

BLASTX 

gl449179 

261 

9.0e-23 

112 

49 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220319 

LIB314 9-047-Q1-K1-E8 

BLASTX 

gl449179 

448 

1.0e-44 

137 
67 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 



220320 



31053 



Seq. ID 


LIB3149-047- 


Method 


BLASTX 


NCBI GI 


g4455364 


BLAST score 


-3 a q 


E value 


3.0e-35 


Match length 


127 


% identity 


52 


NCBI Description 


(AL035524) . 




thaliana] 


Seq. No. 


220321 


Seq. ID 


LIB3149-047- 


Method 


BLASTX 




g.3Ufiyzj-o 


BLAST score 


143 


E value 


4.0e-09 


Match length 


43 


% identity 


67 


NCBI Description 


(AF057144) 


Seq. No. 


220322 


Seq. ID 


LIB3149-047 


Method 


BLASTX 


NCBI GI 


gll73073 


BLAST score 


198 


E value 


1.0e-15 


Match length 


75 


% identity 




NCBI Description 


60S ACIDIC 




acidic ribo 




>gi 2130117 




>gi_790508_ 




protein [Ze 


Seq. No. 


220323 


Seq. ID 


LIB3149-047 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


153 


E value 


2.0e-17 


Match length 


78 



senescence-associated protein-like [Arabidopsis 



PROTEIN P2 >gi_107 6787_pir_ 
:ein 60S - maize 



S54179 



emb CAA60251 (X86553) 60S acidic ribosomal 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(X997 93) induced upon wounding stress [Arabidopsis 
thaliana] 

220324 

LIB3149-047-Q1-K1-F4 

BLASTX 

g3024020 

653 

1.0e-68 

129 

94 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877__ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220325 

LIB314 9-047-Q1-K1-F5 

BLASTX 

g3421109 

612 

7.0e-64 

130 
90 

(AF04 3533) 20S proteasome beta subunit PBC2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220326 

LIB3149-047-Q1-K1-F7 

BLASTX 

g3021355 

360 

3.0e-34 

79 

85 

(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 



Seq. No. 


220327 


Seq. ID 


LIB314 9-047-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2425066 


BLAST score 


376 


E value 


2.0e-36 


Match length 


92 


% identity 


75 


NCBI Description 


(AF019147) cysteine proteinase Mir3 [Zea mays] 


Seq. No. 


220328 


Seq. ID 


LIB314 9-04 7-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


528 


E value 


5.0e-54 


Match length 


112 


% identity 


90 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


220329 


Seq. ID 


LIB314 9-047-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl58146 


BLAST score 


153 


E value 


2.0e-10 


Match length 


62 


% identity 


50 


NCBI Description 


(M37610) polytene protein [Drosophila melanogaster 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



220330 

LIB314 9-04 7-Q1-K1-G11 

BLASTX 

gl350680 

390 
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E value 


4.0e-38 


Match length 


94 


% identity 


78 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


220331 


Seq. ID 


LIB3149-047-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


658 


E value 


o Ho— £Q 

o . ue Oz) 


Match length 


128 


% identity 


99 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi_170217 (M74100) ubiquitin fusion protein [Nicot: 




sylvestris] 


Seq. No. 


220332 


Seq. ID 


LIB3149-047-Q1-K1-G8 


Method 


BLASTX 




gz yDijuu 


BLAST score 


556 


E value 


3.0e-57 


Match length 


126 


% identity 


86 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


220333 


Seq. ID 


LIB314 9-047-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3193303 


BLAST score 


202 


E value 


9.0e-16 


Match length 


100 


% identity 


40 


NCBI Description 


(AF069298) similar to several proteins containing a 



repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220334 

LIB314 9-047-Q1-K1-H9 

BLASTX 

g2228773 

195 

3.0e-15 

56 
71 

(AF001454) Dc3 promoter-binding factor-2 [Helianthus 
annuus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



220335 

LIB314 9-048-Q1-K1-A2 

BLASTX 

gll3232 

126 

6.0e-12 
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Match length 


45 




% identity 


87 




NCBI Description 


ACTIN 2 >gi 


_100150_pir S07003 actin 2 - carrot 


Seq. No. 


220336 




Seq. ID 


LIB3149-048 


-Q1-K1-A5 


Method 


BLASTX 




"MP RT P T 






BLAST score 


170 




E value 


4.0e-12 




Match length 


118 




% identity 


33 




NCBI Description 


(AB020666) 


KIAA0859 protein [Homo sapiens] 


Seq. No. 


220337 




Seq. ID 


LIB3149-048 


-Q1-K1-A6 


Method 


BLASTX 




NCBI GI 


gl053047 




BLAST score 


582 




E value 


2.0e-60 




Match length 


116 




% identity 


100 




NCBI Description 


(U38425) histone H3 [Glycine max] >gi 1053049 (U38426) 




histone H3 


[Glycine max] >gi 1053051 (U38427) histone H3 




[Glycine max] 


Seq. No. 


220338 




Seq. ID 


LIB3149-048 


-Q1-K1-A7 


Method 


BLASTX 






g2765366 




BLAST score 


158 




E value 


1.0e-10 




Match length 


72 




% identity 


46 




NCBI Description 


(Y14038) putative Ole e 1 protein [Betula pendula] 


Seq. No. 


220339 




Seq. ID 


LIB3149-04S 


-Q1-K1-A9 


Method 


BLASTX 






g2894612 




BLAST score 


361 




E value 


2.0e-34 




Match length 


106 




% identity 


68 




NCBI Description 


(AL021889) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


220340 




Seq. ID 


LIB3149-04S 


-Q1-K1-B10 


Method 


BLASTX 




MPD T r*T 

NL-n>± tal 


gl841870 




BLAST score 


360 




E value 


3.0e-34 




Match length 


116 




% identity 


65 




NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa 


Seq. No. 


220341 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-048-Q1-K1-B2 

BLASTX 

g2114046 

547 

3.0e-56 

120 
88 

(AB002147) water channel protein [Nicotiana excelsior] 
220342 

LIB3149-048-Q1-K1-B3 

BLASTX 

g2454182 

495 

2.0e-50 

108 

88 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220343 

LIB314 9-04 8-Q1-K1-B5 

BLASTX 

g586004 

519 

5.0e-53 

107 

89 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_42 1 962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi__542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654__ (X73139) 
superoxide dismutase [Ipomoea batatas] 



Seq. No. 


220344 




Seq. ID 


LIB3149-04S 


3-Q1-K1-B6 


Method 


BLASTX 




NCBI GI 


g2789660 




BLAST score 


342 




E value 


3.0e-32 




Match length 


127 




% identity 


51 




NCBI Description 


(AF040102) 


pl05 [Arabidopsis thaliana] 


Seq. No. 


220345 




Seq. ID 


LIB3149-04* 


3-Q1-K1-B9 


Method 


BLASTX 




NCBI GI * 


gl531672 




BLAST score 


136 




E value 


4.0e-12 




Match length 


93 




% identity 


51 




NCBI Description 


(U68461) actin [Striga asiatica] 


Seq. No. 


220346 




Seq. ID 


LIB3149-04* 


3-Q1-K1-C1 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl653142 
175 

1.0e-12 

85 

46 

(D90911) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220347 

LIB314 9-048-Q1-K1-C11 

BLASTX 

g974782 

636 

1.0e-66 

126 
96 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Seq. ID 

Method 



220348 

LIB314 9-048-Q1-K1-C12 
BLASTX 



NCBI GI 


g974782 


BLAST score 


302 


E value 


1.0e-27 


Match lencrth 


101 


% identity 


64 


NCBI Description 


(Z49150) 




[ Solenos' 


Seq. No. 


220349 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


546 


E value 


3.0e-56 


Match length 


112 


% identity 


60 


NCBI Description 


(AL02168 


Seq. No. 


220350 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g2765366 


BLAST score 


158 


E value 


1.0e-10 


Match length 


72 


% identity 


46 


NCBI Description 


(Y14038) 


Seq. No. 


220351 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g71638 


BLAST score 


244 


E value 


8.0e-21 


Match length 


45 


% identity 


100 



cobalamine-independent methionine synthase 



e 1 protein [Betula pendula] 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



actin - soybean >gi_18532_emb_CAA23728_ (V00450) actin 
[Glycine max] >gi_223413_prf 0804316A actin [Glycine max] 

220352 

LIB314 9-048-Q1-K1-D1 

BLASTX 

gl703375 

660 

2.0e-69 

130 
99 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259__ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



220353 

LIB3149-048-Q1-K1-D12 

BLASTX 

g228316 

385 

3.0e-37 

123 
57 

albumin [Theobroma cacao] 
220354 

LIB3149-048-Q1-K1-D2 

BLASTX 

g4567283 

259 

2.0e-22 

66 

79 

(AC006841) unknown protein [Arabidopsis thaliana] 
220355 

LIB314 9-048-Q1-K1-D9 

BLASTX 

g2653446 

164 

2.0e-ll 

36 
94 

(AB009077) proton pyrophosphatase [Vigna radiata] 
220356 

LIB3149-048-Q1-K1-E11 

BLASTX 

g4006827 

620 

9.0e-65 

143 
81 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
220357 

LIB3149-048-Q1-K1-E2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!495251 
167 

7.0e-12 

98 
44 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
220358 

LIB314 9-048-Q1-K1-E5 

BLASTX 

g595957 

420 

2.0e-51 

122 
78 

(U17098) 



Br FatAl [Brassica rapa] 



220359 

LIB314 9-048-Q1-K1-E9 

BLASTX 

g3212869 

689 

7.0e-73 

143 

90 

(AC004005) unknown protein [Arabidopsis thaliana] 
220360 

LIB314 9-048-Q1-K1-F1 

BLASTX 

g 4454464 

438 

1.0e-43 

114 
69 

(AC006234) unknown protein [Arabidopsis thaliana] 
220361 

LIB314 9-048-Q1-K1-F10 

BLASTX 

g4091080 

380 

1.0e-36 

139 
58 

(AF045571) nucleic acid binding protein [Oryza sativa] 
220362 

LIB314 9-048-Q1-K1-F12 

BLASTX 

gl708995 

148 

1.0e-09 

49 
63 

S - ADENO S YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) >gi_726030 



31061 



(U17240) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220363 

LIB314 9-048-Q1-K1-F2 

BLASTX 

g4490937 

153 

4.0e-10 
111 

40 

(AJ132261) hypothetical helicase K12H4 . 
sapiens] 



8 -like protein [Homo 



220364 

LIB3149-048-Q1-K1-F4 

BLASTX 

g416662 

427 

2.0e-42 

99 
78 

21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA39860_ 
(X56509) 21 kDa seed protein [Theobroma cacao] 



Seq. No. 


220365 


Seq. ID 


LIB314 9-04 8-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


174 


E value 


8.0e-13 


Match length 


55 


% identity 


65 


NCBI Description 


(D63581) EF-1 alpha [Oryza 


Seq. No. 


220366 


Seq. ID 


LIB314 9-048-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4512705 


BLAST score 


349 


E value 


3.0e-33 


Match length 


98 


% identity 


72 


NCBI Description 


(AC006569) putative serine 




[Arabidopsis thaliana] 


Seq. No. 


220367 


Seq. ID 


LIB314 9-048-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


523 


E value 


2.0e-53 


Match length 


116 


% identity 


81 



NCBI Description 



(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi__3851707 (AF102173) actin depolymerizing 
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factor 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220368 

LIB314 9-04 8-Q1-K1-G1 

BLASTX 

g!350720 

223 

1.0e-18 

45 
91 

60S RIBOSOMAL PROTEIN L32 
220369 

LIB314 9-048-Q1-K1-G10 

BLASTX 

g3834309 

377 

3.0e-36 

115 

56 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 

220370 

LIB314 9-04 8-Q1-K1-G2 

BLASTX 

g464707 

264 

4.0e-23 

64 

80 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05 613_emb_CAA80684__ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z287G1) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220371 

LIB314 9-048-Q1-K1-G8 

BLASTX 

g2414622 

298 

4.0e-27 

107 

52 
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NCBI Description 


(Z99259) conserved protein 


Seq. No. 


220372 


Seq. ID 


LIB314 9-048-Q1-K1-H1 


Method 


BLASTX 


IN O -L \J J- 


a3402693 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


128 


% identity 


73 


NCBI Description 


(AC004 697) unknown protein 


Seq. No. 


220373 


Seq. ID 


LIB3149-048-Q1-K1-H12 


Method 


BLASTX 


\TpDT (ZT 
IN O D -L ul 




BLAST score 


557 


E value 


2.0e-57 


Match length 


140 


% identity 


69 


NCBI Description 


(Z81012) unknown [Ricinus 


Seq. No. 


220374 


Seq. ID 


LIB3149-048-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


122 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 



(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220375 

LIB3149-048-Q1-K1-H7 

BLASTX 

gl946355 

431 

1.0e-42 

124 

66 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220376 

LIB314 9-04 9-Q1-K1-A1 

BLASTX 

g2982303 

194 

4.0e-15 

48 
75 

(AF051236) hypothetical protein [Picea mariana] 



Seq. No. 
Seq. ID 



220377 

LIB314 9-04 9-Q1-K1-A12 
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Method 


BLASTX 


NCBI GI 


g902584 


dl/ioi score 


■J \J H 


E value 


2.0e-51 


Match length 


102 


% identity 


15 


NCBI Description 


(U29159) 




mays] 


Seq. No. 


220378 


Seq. ID 


LIB3149H 


Method 


BLASTX 


NCBI GI 


gl522681 


BLAST score 


ID i 


E value 


1.0e-10 


Match length 


114 


% identity 


29 


NCBI Description 


(U49240) 




(Y10931) 


Seq. No. 


220379 


Seq. ID 


LIB3149-I 


Method 


BLASTX 


NCBI bl 


gz ojZdo i 


BLAST score 


153 


E- value 


5.0e-10 


Match length 


32 


% identity 


88 


NCBI Description 


(AL02171 


Seq. No. 


220380 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g81452 


BLAST score 


142 


E value 


8.0e-09 


Match length 


29 


% identity 


97 


NCBI Description 


tubulin '. 



polyubiquitin containing 7 ubiquitin monomers [Zea 



symplekin 
symplekin 



[Homo sapiens] 
[Homo sapiens] 



>gi_2 1 4 32 62_emb_CAA7 1 8 6 1_ 



(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a chain - red goosefoot (fragment) 

>gi_82057_pir S06045 tubulin beta chain - carrot 

(fragment) >gi_829259_emb_CAA34 673__ (X16700) tubulin like 
protein fragment (AA 1-77) [Chenopodium rubrum] 
>gi_829261_emb_CAA34 609_ (X16608) tubulin like protein 
fragment {AA 1-77) [Daucus carota] 

220381 

LIB314 9-04 9-Q1-K1-A8 

BLASTX 

g3355470 

431 

1.0e-42 

124 
68 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



Seq. No. 



220382 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-04 9-Q1-K1-B1 

BLASTX 

g4539543 

612 

6.0e-64 

124 
97 

( AJ133422 ) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 

220383 

LIB314 9-049-Q1-K1-B10 

BLASTX 

gl708313 

147 

2.0e-09 

60 

57 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220384 

LIB3149-04 9-Q1-K1-B2 

BLASTX 

g2583128 

511 

5.0e-52 

128 

76 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
220385 

LIB314 9-04 9-Q1-K1-B4 

BLASTX 

g3249096 

624 

3.0e-65 

134 

88 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

220386 

LIB3149-049-Q1-K1-B5 

BLASTX 

gll73218 

617 

2.0e-64 

122 
98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



31066 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220387 

LIB314 9-04 9-Q1-K1-B7 

BLASTX 

g2795805 

384 

4.0e-37 

110 

66 

(AC003674) putative protein kinase [Arabidopsis thaliana] 
>gi_3355493 (AC004218) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220388 

LIB314 9-04 9-Q1-K1-B8 

BLASTX 

g3036802 

237 

6.0e-20 

128 

40 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_38058 64_emb_CAA21484_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220389 

LIB314 9-04 9-Q1-K1-B9 

BLASTX 

gl708313 

145 

3.0e-09 

48 
71 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220390 

LIB314 9-04 9-Q1-K1-C1 

BLASTX 

g2244750 

680 

7.0e-72 

132 
99 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220391 

LIB314 9-04 9-Q1-K1-C10 

BLASTX 

g4210330 

570 

5.0e-59 

127 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

220392 

LIB314 9-04 9-Q1-K1-C11 

BLASTX 

g4210330 

214 

3.0e-17 

113 

47 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220393 

LIB3149-04 9-Q1-K1-C12 

BLASTX 

gl222552 

222 

2.0e-18 

50 
82 

(U4 9330) pectin methylesterase [Lycopersicon esculentum] 
220394 

LIB314 9-049-Q1-K1-C4 

BLASTX 

g2829899 

300 

3.0e-27 

122 
48 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

220395 

LIB314 9-04 9-Q1-K1-C6 

BLASTX 

g543905 

715 

6.0e-76 

132 
96 

BRASS INOSTEROI D-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

220396 

LIB314 9-04 9-Q1-K1-C8 

BLASTX 

gl843527 

453 

3.0e-45 

118 
77 

(U73747) annexin [Gossypium hirsutum] 
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® 



Seq. No. 


220397 


Seq. ID 


LIB314 9-04 9-Q1-K1-C9 


Method 


BLASTX 


JLN i—> -J- J- 


g4210330 


BLAST score 


614 


E value 


4 .Oe-64 


Match length 


130 


% identity 


88 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




[Arabidopsis thaliana] 


Seq. No. 


220398 


Seq. ID 


LIB314 9-04 9-Q1-K1-D11 




BLASTX 


NCBI GI 


g2224731 


BLAST score 


242 


E value 


1.0e-20 


Match length 


95 


% identity 


57 


NCBI Description 


(AB004932) Aux22d [Vigna radiata] 


Seq. No. 


220399 


Seq. ID 


LIB314 9-04 9-Q1-K1-D7 


Lit- L11UU 




NCBI GI 


g!834353 


BLAST score 


165 


E value 


2.0e-18 


Match length 


107 


% identity 


48 


NCBI Description 


(Y10986) hypothetical protein 194 [Arabidopsis thaliana 


Seq. No. 


220400 


Seq. ID 


LIB314 9-04 9-Q1-K1-D8 


Method 


BLASTX 


NirRT CT 

IN \_/ID J. Ui. 


a3892052 


BLAST score 


352 


E value 


2.0e-33 


Match length 


86 


% identity 


79 


NCBI Description 


(AC002330) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


220401 


Seq. ID 


LIB314 9-04 9-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3947719 


BLAST score 


240 


E value 


2.0e-20 


Match length 


51 


% identity 


92 


NCBI Description 


(AJ012653) ribosomal protein S28 [Prunus persica] 




>gi 3947721 emb CAA10102 (AJ012654) ribosomal protein 




[Prunus persica] >gi_3947723_emb_CAA10103__ (AJ012655) 




ribosomal protein S28 [Prunus persica] 



Seq. No. 220402 
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Seq. ID 


LIB3149-049-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3096949 


BLAST score 


541 


Hi value 


1 ■ Uc JJ 


Match length 


124 


% identity 


81 


NCBI Description 


(Y16328) putative cyclic nucleotide-regulated ion channel 




[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 




nucleotide-gated cation channel [Arabidopsis thaliana] 


Seq. No. 


220403 


Seq. ID 


LIB314 9-04 9-Q1-K1-E10 


Method 


BLASTX 


JNU.D1 bl 




BLAST score 


574 


E value 


2.0e-59 


Match length 


124 


% identity 


87 


NCBI Description 


(Y13071) 26S proteasome, non-ATPase subunit [Mus musculus] 


Seq. No. 


220404 


Seq. ID 


LIB314 9-049-Q1-K1-E4 


Method 


BLASTX 




rT^n^ ^^a a 


BLAST score 


147 


E value 


2.0e-09 


Match length 


78 


% identity 


38 


NCBI Description 


(AF055873) hypothetical protein [Synechococcus PCC7942] 


Seq. No. 


220405 


Seq. ID 


LIB314 9-04 9-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll5486 


BLAST score 


530 


E value 


3.0e-54 


Match length 


104 


% identity 


57 


NCBI Description 


CALMODULIN-2/3/5 >gi 99671 pir S22503 calmodulin - 



Arabidopsis thaliana >gi_1076437_jpir S53006 calmodulin - 

leaf mustard >gi_214 672 6_pir S71513 calmodulin - 

Arabidopsis thaliana >gi_166651 (M38380) calmodulin-2 
[Arabidopsis thaliana] >gi_166653 (M73711) calmodulin-3 
[Arabidopsis thaliana] >gi_474183_emb__CAA47 690_ (X67273) 
calmodulin [Arabidopsis thaliana] >gi_497992 (U10150) 
calmodulin [Brassica napus] >gi_899058 (M88307) calmodulin 
[Brassica juncea] >gi JL183005_dbj_BAA08283__ (D45848) 
calmodulin [Arabidopsis thaliana] >gi_3402706 (AC004261) 
unknown protein [Arabidopsis thaliana] >gi_3885333 
(AC005623) calmodulin [Arabidopsis thaliana] 

>gi_228407_prf 1803520A calmodulin 2 [Arabidopsis 

thaliana] 

Seq. No. 220406 

Seq. ID LIB3149-049-Q1-K1-E8 

Method BLASTX 
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al 001 fill 


BLAST score 


238 


E value 


5.0e-20 


Match length 


129 


% identity 


40 


NCBI Description 


(D64002) integral membrane protein [Synechocystis sp.] 


Seq. No. 


220407 


Seq. ID 


LIB3149-04 9-Q1-K1-E9 


Method 


BLASTX 


IN \^ n> ± bl 




BLAST score 


569 


E value 


7.0e-59 


Match length 


122 


% identity 


88 


NCBI Description 


(Y13071) 26S pfoteasome, non-ATPase subunit [Mus muscu 


Seq. No. 


220408 


Seq. ID 


LIB3149-049-Q1-K1-F4 


Method 


BLASTX 






BLAST score 


671 


E value 


8.0e-71 


Match length 


134 


% identity 


98 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 


Seq. No. 


220409 


Seq. ID 


LIB314 9-04 9-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl363482 


bJLAo I score 


1 0 y 


E value 


9.0e-ll 


Match length 


84 


% identity 


48 


NCBI Description 


IAA11 protein - Arabidopsis thaliana >gi_972925 (U1841 




IAA11 [Arabidopsis thaliana] 


Seq. No. 


220410 


Seq. ID 


LIB314 9-04 9-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl363482 


BLAST score 


286 


E value 


1.0e-25 


Match length 


125 


% identity 


55 



NCBI Description 



IAA11 protein - Arabidopsis thaliana >gi_972925 (U18413) 
IAA11 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220411 

LIB314 9-04 9-Q1-K1-G10 

BLASTX 

g2833388 

393 

1.0e-46 

130 
74 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

220412 

LIB3149-049-Q1-K1-G5 

BLASTN 

g2760168 

34 

1.0e-09 

88 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

220413 

LIB314 9-04 9-Q1-K1-G6 

BLASTX 

g3482967 

605 

5.0e-63 

137 
80 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

220414 

LIB314 9-04 9-Q1-K1-G7 

BLASTN 

g2529657 

38 

5.0e-12 

70 
89 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



220415 

LIB3149-049-Q1-K1-H10 

BLASTX 

gll74448 

198 

2.0e-15 

61 

61 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

220416 

LIB314 9-050-Q1-K1-A11 

BLASTX 

gl351987 



31072 



BLAST score 


307 


E value 


3.0e-29 






% identity 


72 


NCBI Description 


ASPARAGINE SYNTHETASE ( GLUTAMINE-HYDROLYZING) 




(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi__507946 




(L29083) glutamine-dependent asparagine synthetase 




[Arabidopsis thaliana] 


Seq. No. 


220417 


Seq. ID 


LIB3149-050-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4314400 


dMoi score 


00 Q 
Z Z :7 


E value 


3.0e-19 


Match length 


73 


% identity 


60 


NCBI Description 


(AC006232) putative selenium-binding protein [Arabidopsi 




thaliana] 


Seq. No. 


220418 


Seq. ID 


LIB314 9-050-Q1-K1-A3 


Method 


BLASTX 




rrl A 1 1 A 0 Q 

gi 4 / / fizo 


BLAST score 


710 


E value 


2.0e-75 


Match length 


134 


% identity 


96 


NCBI Description 


(X99623) alpha-tubulin 1 [Hordeum vulgare] 


Seq. No. 


220419 


Seq. ID 


LIB314 9-050-Q1-K1-A4 


Method 


BLASTX 




rrl All AOS 

y x ft / / ft z o 


BLAST score 


405 


E value 


3.0e-46 


Match length 


110 


% identity 


85 


NCBI Description 


(X99623) alpha-tubulin 1 [Hordeum vulgare] 


Seq. No. 


220420 


Seq. ID 


LIB3149-050-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3128228 


BLAST score 


416 


iii vaxue 


ft . Uc ft X 


Match length 


88 


% identity 


89 


NCBI Description 


(AC004077) putative ribosomal protein L18A [Arabidopsis 




thaliana] >gi 3337376 (AC004481) putative ribosomal prot 




L18A [Arabidopsis thaliana] 


Seq. No. 


220421 


Seq. ID 


LIB314 9-050-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g!053047 


BLAST score 


354 
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E value 
Match length 
% identity 
NCBI Description 



7.0e-34 

85 
85 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 


220422 


Seq. ID 


LIB3149-050-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2943792 


BLAST score 


625 


E value 


2.0e-65 


Match length 


128 


% identity 


Q Q 
O O 


NCBI Description 


(AB006809) PV72 [Cucurbita sp.] 


Seq. No. 


220423 


Seq. ID 


LIB314 9-050-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2264305 


BLAST score 


34 


E value 


1.0e-09 


Match length 


117 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MBK23, complete sequence [Arabidop 


Seq. No. 


220424 


Seq. ID 


LIB314 9-050-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3850573 


BLAST score 


353 


E value 


9.0e-34 


Match length 


94 



% identity 

NCBI Description 



69 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220425 

LIB314 9-050-Q1-K1-C2 

BLASTX 

gl33785 

297 

3.0e-27 

77 

82 

40S RIBOSOMAL PROTEIN S14 >gi_70 94 5_pir R3RT14 ribosomal 

protein S14 - rat >gi_57129_emb_CAA33143_ (X15040) 
ribosomal protein S14 (AA 1-152) [Rattus norvegicus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



220426 

LIB3149-050-Q1-K1-C3 

BLASTN 

g4325218 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

4.0e-10 

63 
89 

Arabidopsis thaliana hydrophobic protein (RCI2B) mRNA, 
complete cds 

220427 

LIB3149-050-Q1-K1-C4 

BLASTX 

g3928543 

174 

2.0e-12 

109 

39 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



220428 

LIB3149-050-Q1-K1-C6 

BLASTX 

g531389 

180 

3.0e-13 

87 
41 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

220429 

LIB314 9-050-Q1-K1-C7 

BLASTX 

g3183247 

311 

1.0e-28 

128 
51 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi_3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 4 4.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 

220430 

LIB3149-050-Q1-K1-C8 

BLASTX 

g485742 

614 

4.0e-64 

131 
90 

(L327 91) pyrophosphatase [Beta vulgaris] 
220431 

LIB314 9-050-Q1-K1-C9 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl402878 
270 

5.0e-24 

91 
59 

(X98130) unknown [Arabidopsis thaliana] 
220432 

LIB3149-050-Q1-K1-D4 

BLASTX 

g4115377 

316 

4.0e-47 

116 

82 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220433 

LIB3149-050-Q1-K1-E7 

BLASTN 

gl8342 

35 

4.0e-10 

64 

16 

Carrot gene for extensin 
220434 

LIB314 9-050-Q1-K1-E9 

BLASTX 

g3913919 

326 

1.0e-30 

77 
82 

ACID BETA-FRUCTOFURANOSIDASE PRECURSOR (ACID 
SUCR0SE-6-PH0SPHATE HYDROLASE) (ACID INVERTASE) (AI) 
(VACUOLAR INVERTASE) >gi_2351827 (U92438) soluble acid 
invertase [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220435 

LIB314 9-050-Q1-K1-F3 

BLASTX 

g2621768 

149 

1.0e-09 

97 

35 

(AE000 8 48) ribonuclease 
theritioautotrophicum] 



PH [Methanobacterium 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220436 

LIB314 9-050-Q1-K1-F7 

BLASTX 

g2642450 

576 

1.0e-59 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
85 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

220437 

LIB314 9-050-Q1-K1-G10 

BLASTX 

g3337356 

330 

4.0e-31 

86 
16 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

220438 

LIB3149-050-Q1-K1-G12 

BLASTN 

g4519188 

37 

2-0e-ll 

89 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L19, complete sequence 

220439 

LIB314 9-050-Q1-K1-G3 

BLASTX 

g2982299 

238 

4.0e-20 

83 
60 

(AF051234) 
mariana] 



transcription factor BTF3 homolog [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220440 

LIB314 9-050-Q1-K1-G5 

BLASTX 

g2414622 

246 

5.0e-21 

102 
50 

(Z99259) conserved protein [Schizosaccharomyces pombe] 
220441 

LIB314 9-050-Q1-K1-G7 

BLASTX 

gl350680 

162 

1.0e-ll 

65 
49 
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NCBI Description 



60S RIBOSOMAL PROTEIN LI 



Seq. No. 


220442 


D6C[. ±U 


Ll±D J 1 1 ^7 U JU Se£ - 1 - i -L Ul U 


Method 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


424 


E value 


4.0e-42 


Match length 


95 


% identity 


81 


NCBI Description 


(U49330) pectin methy 


Seq. No. 


220443 


Seq. ID 


LIB314 9-050-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4263774 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


64 


% identity 


45 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220444 

LIB314 9-051-Q1-K1-A5 

BLASTX 

g4455198 

225 

1.0e-18 

98 
53 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220445 

LIB314 9-051-Q1-K1-A6 

BLASTX 

g3319882 

460 

3.0e-46 

99 
89 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220446 

LIB3149-051 

BLASTX 

g3850568 

216 

1.0e-17 

67 
66 

(AC005278) 
gi 1052797 



-Q1-K1-A7 



Similar to hypothetical protein SPAC2F7.14c 
from Schizosaccharomyces pombe cosmid gb_Z50142, 



[Arabidopsis thaliana] 



Seq. No. 



220447 
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Seq. ID 


LIB314 9-051-Q1-K1-B12 




Method 


BLASTX 






a4263713 




BLAST score 


285 




E value 


1.0e-25 




Match length 


69 




% identity 


71 


thaliana] 


NCBI Description 


(AC006223) hypothetical protein [Arabidopsis 


Seq. No. 


220448 




Seq. ID 


LIB314 9-051-Q1-K1-B4 




Method 


BLASTX 










BLAST score 


137 




E value 


9.0e-09 




Match length 


55 




% identity 


53 




NCBI Description 


(AC002130) F1N21.7 [Arabidopsis thaliana] 




Seq. No. 


220449 




Seq. ID 


LIB314 9-051-Q1-K1-B5 




Method 


BLASTX 




rj T H T 
LNUDl Vj-L 


rrl 999^9 




BLAST score 


477 




E value 


3.0e-48 




Match length 


103 




% identity 


83 




NCBI Description 


(U49330) pectin methylesterase [Lycopersicon 


esculentum] 


Seq. No. 


220450 




Seq. ID 


LIB3149-051-Q1-K1-B7 




Method 


BLASTX 






cr "3 8 Q 9 9 D ^ 
go oOiZUj 




BLAST score 


209 




E value 


1.0e-19 




Match length 


80 




% identity 


62 




NCBI Description 


(AB018284) KIAA0741 protein [Homo sapiens] 




Seq. No. 


220451 




Seq. ID 


LIB3149-051-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


g2738248 






387 




E value 


1.0e-37 




Match length 


87 




% identity 


84 




NCBI Description 


(U97200) cobalamin-independent methionine synthase 




[Arabidopsis thaliana] 




Seq. No. 


220452 




Seq. ID 


LIB314 9-051-Q1-K1-C10 




Method 


BLASTN 




NCBI GI 


g2687435 




BLAST score 


275 




E value 


1.0e-153 




Match length 


303 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 

220453 

LIB314 9-051-Q1-K1-C11 

BLASTN 

gl360093 

35 

3.0e-10 

47 

94 

N.tabacum mRNA for a putative serine/threonine receptor 
kinase 



Seq. No. 


220454 


Seq. ID 


LIB314 y-Uol-Ql-Kl-Oz 


Method 


BLASTX 


NCBI GI 


g629597 


BLAST score 


277 


E value 


1.0e-24 


Match length 


62 


% identity 


79 


NCBI Description 


proline-rich protein - rape >gi_545029_bbs_142 669 (S68113 


proline-rich SAC 51 [Brassica napus=oilseed rape, pods, 




Peptide, 147 aa] [Brassica napus] 


Seq. No. 


220455 


Seq. ID 


LIB314 9-051-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


154 


E value 


2.0e-10 


Match length 


74 


% identity 


42 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


220456 


Seq. ID 


LIB314 9-051-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2558961 


BLAST score 


222 


E value 


1.0e-122 


Match length 


234 


% identity 


99 


NCBI Description 


Gossypium hirsutum histone H2B1 mRNA, complete cds 


Seq. No. 


220457 


Seq. ID 


LIB314 9-051-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl710546 


BLAST score 


365 


E value 


4.0e-35 


Match length 


81 


% identity 


88 

60S RIBOSOMAL PROTEIN L36 >gi 1276967 (U47095) putative 


NCBI Description 



31080 



ribosomal protein [Daucus carota] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220458 

LIB3149-051-Q1-K1-D3 

BLASTN 

g4098126 

108 

6.0e-54 

197 

97 

Gossypium hirsutum sucrose synthase mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220459 

LIB314 9-051-Q1-K1-D4 

BLASTN 

g4098126 

35 

1.0e-10 

85 
93 

Gossypium hirsutum sucrose synthase mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220460 

LIB314 9-051-Q1-K1-D7 

BLASTX 

g730526 

194 

4.0e-15 

91 
48 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 


220461 




Seq. ID 


LIB3149-051-Q1 


-K1-D8 


Method 


BLASTX 




NCBI GI 


gl350944 




BLAST score 


391 




E value 


4.0e-38 




Match length 


80 




% identity 


96 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN S17 


Seq. No. 


220462 




Seq. ID 


LIB3149-051-Q1 


-Kl-Ell 


Method 


BLASTX 




NCBI GI 


g3925703 




BLAST score 


425 




E value 


4.0e-42 




Match length 


98 




% identity 


88 




NCBI Description 


(X95905) 14-3- 


3 protein [ 


Seq. No. 


220463 




Seq. ID 


LIB3149-051-Q1 


-K1-E12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl354849 

197 

2.0e-15 

102 
60 

(U57350) epoxide hydrolase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220464 

LIB3149-051-Q1-K1-E4 

BLASTX 

gl351987 

352 

1.0e-33 

94 

73 

AS PARAGINE SYNTHETASE { GLUTAMINE-HYDROLYZING) 
(GLUTAMINE-DEPENDENT AS PARAGINE SYNTHETASE) >gi_507946 
(L29083) glutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 



Seq. No. 


220465 


Seq. ID 


LIB314 9-051-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4158232 


BLAST score 


532 


E value 


1.0e-54 


Match lenath 


105 


% identity 


90 


NPRT Dp^rri nt "i on 


^ jl J- \J \J £-» v-j j -L \^ v _L- k_> -i- >h/ -i- y >-j -L- y 




aestivum] 


Seq. No. 


220466 


Seq. ID 


LIB314 9-051-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


240- 


E value 


2.0e-20 


Match length 


87 


% identity 


59 


NCBI Description 


(AL030978) histone H2A- 


Seq. No. 


220467 


Seq. ID 


LIB314 9-051-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4522012 


BLAST score 


296 


E value 


6.0e-27 


Match length 


79 


% identity 


65 


NCBI Description 


(AC007069) hypothetical 


Seq. No. 


220468 


Seq. ID 


LIB3149-051-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4371285 


BLAST score 


439 



like protein [Arabidopsis thaliana] 



31082 



E value 


9.0e-44 


Match length 


98 


% identity 


85 


NCBI Description 


(AC006260) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220469 


Seq. ID 


LIB314 9-051-Q1-K1-F8 


Method 


BLASTX 




g±o / / jy / 


BLAST score 


336 


E value 


1.0e-31 


Match length 


73 


% identity 


85 


NCBI Description 


(Y11591) shaggy-like kinase [Ricinus communis] 


Seq. No. 


220470 


Seq. ID 


LIB314 9-051-Q1-K1-F9 


Method 


BLASTX 


NCBI bl 


gj4 o x 4 xx 


BLAST score 


330 


E value 


5.0e-31 


Match length 


102 


% identity 


62 


NCBI Description 


(Z98761) seryl-tRNA synthetase [Helianthus annuus] 


Seq. No. 


220471 


Seq. ID 


LIB314 9-051-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


^284 


E value 


1.0e-25 


Match length 


56 


% identity 


93 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220472 

LIB314 9-051-Q1-K1-G11 

BLASTX 

g2499945 

394 

2.0e-38 

102 

75 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 T -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA5068 6_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220473 

LIB314 9-051-Q1-K1-G2 



31083 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl617272 

419 

2.0e-41 

101 
73 

(Z72151) AMP-binding protein [Brassica napus] 
220474 

LIB314 9-051-Q1-K1-G4 

BLASTX 

g3037045 

148 

1.0e-09 

74 
43 

(AF052621) hypothetical protein COX4AL [Mus musculus] 



220475 

LIB314 9-051-Q1-K1-G9 

BLASTX 

g4580519 

377 

2.0e-36 

101 

71 

(AF036303) scarecrow-like 



6 [Arabidopsis thaliana] 



220476 

LIB314 9-051-Q1-K1-H10 

BLASTX 

g4115377 

432 

6.0e-43 
111 

73 

(AC005967) unknown protein [Arabidopsis thaliana] 
220477 

LIB314 9-051-Q1-K1-H4 

BLASTX 

g2281090 

217 

8.0e-18 

112 
46 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
220478 

LIB314 9-051-Q1-K1-H7 

BLASTX 

g4263822 

153 

3.0e-10 



36 

(AC006067) 



putative receptor protein kinase [Arabidopsis 



31084 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220479 

LIB3149-051-Q1-K1-H9 

BLASTX 

g2267567 

402 

2.0e-39 

89 
87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

220480 

LIB3149-052-Q1-K1-A1 

BLASTX 

g4193382 

262 

4.0e-23 

50 

90 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220481 

LIB314 9-053-Q1-K1-A1 

BLASTN 

g2275090 

173 

1.0e-92 

193 

97 

Swietenia humilis DNA for simple tandem repeat 



(341bp) 



220482 

LIB314 9-053-Q1-K1-A11 

BLASTX 

g3914535 

159 

5.0e-ll 

39 
85 

60S RIBOSOMAL PROTEIN L13A >gi_27 91948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220483 

LIB314 9-053-Q1-K1-A2 

BLASTX 

gl587206 

361 

2.0e-34 

116 
69 

T complex protein [Cucumis sativus] 



31085 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



O • 



220484 

LIB314 9-053-Q1-K1-A3 

BLASTX 

gl587206 

623 

3.0e-65 

130 

94 

T complex protein [Cucumis sativus] 
220485 

LIB314 9-053-Q1-K1-A4 

BLASTX 

gl587206 

519 

6.0e-53 

132 

79 

T complex protein [Cucumis sativus] 



220486 

LIB3149-053-Q1-K1-A8 

BLASTX 

gl703375 

210 

8.0e-28 

93 

80 

AD P - RI BOS YL AT I ON FACTOR 1 >gi 
DcARFl [Daucus carota] 



965483_dbj JBAA08259_ (D45420) 



220487 

LIB314 9-053-Q1-K1-A9 

BLASTX 

g2500026 

556 

3.0e-57 

126 
83 

ADENYLOSUCCINATE SYNTHETASE PRECURSOR (IMP — ASPARTATE 
LIGASE) >gi__1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] 

220488 

LIB3149-053-Q1-K1-B12 

BLASTX 

g643469 

139 

9.0e-09 

40 
65 

(U19886) unknown [Lycopersicon esculentum] 
220489 

LIB314 9-053-Q1-K1-B2 

BLASTX 

g2213425 



31086 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 

4.0e-29 

70 

47 

(Z97064) hypothetical protein [Citrus x paradisi] 
220490 

LIB314 9-053-Q1-K1-B3 

BLASTX 

g399940 

628 

8.0e-66 

131 

96 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345__ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

220491 

LIB3149-053-Q1-K1-B5 

BLASTX 

gl33424 

166 

1.0e-ll 

46 

72 

DNA- DIRECT ED RNA POLYMERASE BETA CHAIN >gi_6 6969_pir_RNNTB 
DNA-directed RNA polymerase (EC 2.7.7.6) beta chain - 
common tobacco chloroplast >gi_117 81_emb_CAA31238_ (X12745) 
ORF 1070 (AA 1-1070); put. RNA polymerase beta-subunit 
[Nicotiana tabacum] >gi__11822_emb_CAA77346_ (Z00044) RNA 
polymerase beta subunit [Nicotiana tabacum] 

220492 

LIB3149-053-Q1-K1-B7 

BLASTN 

g3869069 

36 

8.0e-ll 

226 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220493 

LIB314 9-053-Q1-K1-C12 

BLASTX 

g2500355 

212 

3.0e-17 

56 
79 

60S RIBOSOMAL PROTEIN L10 (QM PROTEIN HOMOLOG) 

>gi_629704_pir S44144 ribosomal protein LlO.e, cytosolic - 

common tobacco (fragment) >gi_473104_emb_CAA7 84 61_ (Z14083) 
HOMOLOGIE with Human WILM's tumor-related protein HUMQM 



31087 



[Nicotiana tabacum] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220494 

LIB3149-053-Q1-K1-C3 

BLASTX 

g417148 

363 

1.0e-34 

129 
55 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi__169981 (M20363) Gmhsp26-A [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220495 

LIB314 9-053-Q1-K1-C4 

BLASTX 

gl420938 

277 

1.0e-24 

80 
69 

(U61379) 
complete 



Vigna unguiculata ascorbate peroxidase mRNA, 
cds [Vigna unguiculata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220496 

LIB3149-053-Q1-K1-C5 

BLASTX 

g2827544 

211 

7.0e-17 

44 

93 

(AL021635) 
thaliana] 



HSP associated protein like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220497 

LIB314 9-053-Q1-K1-C7 

BLASTX 

g2894599 

210 

9.0e-17 

119 

46 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220498 

LIB314 9-053-Q1-K1-D1 

BLASTX 

g4559346 

421 

2.0e-41 „ 

128 
64 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 



Seq. No. 



220499 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-053-Q1-K1-D11 

BLASTX 

gl36712 

585 

1.0e-60 

133 

80 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_8 14 57_pir S00454 

plas'toquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - spinach 
>gi_21311_emb_CAA29590_ (X06244) Rieske FeS-precursor 

[Spinacia oleracea] >gi_226151_prf 1412276A rieske FeS 

precursor protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220500 

LIB314 9-053-Q1-K1-D12 

BLASTX 

gl36707 

242 

2.0e-20 

52 

90 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220501 

LIB314 9-053-Q1-K1-D3 

BLASTX 

g2499488 

628 

9.0e-66 

130 
95 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE ) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220502 

LIB314 9-053-Q1-K1-D5 

BLASTX 

g3335359 

235 

1.0e-19 

128 
45 

(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220503 

LIB3149-053-Q1-K1-D6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3335359 

159 

8.0e-ll 

128 
36 

(AC003028) unknown protein [Arabidopsis thaliana] 
220504 

LIB314 9-053-Q1-K1-D7 

BLASTX 

g3913633 

158 

4.0e-13 



(AC002292) Unknown 



60 

HYPOTHETICAL PROTEIN F8A5.25 >gi_2462742 
protein [Arabidopsis thaliana] 

220505 

LIB314 9-053-Q1-K1-D8 

BLASTN 

gl419087 

38 

5.0e-12 

78 
87 

N.plumbagini folia mRNA for calreticulin 



220506 

LIB314 9-053-Q1-K1-E1 

BLASTN 

g683501 

40 

3.0e-13 

56 
93 

A. thaliana mRNA far 65 kDa regulatory subunit of protein 
phosphatase 2A 

220507 

LIB3149-053-Q1-K1-E10 

BLASTX 

g3687235 

140 

1.0e-08 

88 

45 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

220508 

LIB314 9-053-Q1-K1-E3 

BLASTX 

g3914535 

170 

3.0e-12 
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Match length 


39 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L13A >gi_27 9194 8_emb_CAAl 128 3_ 




(AJ223363) ribosomal protein L13a [Lupinus luteus] 


Seq. No. 


220509 


Seq. ID 


LIB314 9-053-Q1-K1-E5 


Method 


BLASTX 


NUJdI bl 


go / / duuj 


BLAST score 


442 


E value 


6.0e-44 


Match length 


93 


% identity 


94 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


220510 


Seq. ID 


LIB314 9-053-Q1-K1-E6 


Method 


BLASTX 


Nb£3l bl 


gx y *± & 


BLAST score 


194 


E value 


7.0e-15 


Match length 


69 


% identity 


61 


NCBI Description 


(Y10084) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220511 


Seq. ID 


LIB314 9-053-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3885515 


BLAST score 


A A "~i 

44 / 


E value 


1.0e-44 


Match length 


103 


% identity 


81 


NCBI Description 


(AF084202) similar to ribosomal protein S26 [Medicago 




sativa] 


Seq. No. 


220512 


Seq. ID 


LIB314 9-053-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g531829 


wj_ii\b i score 


14 b 


E value 


1.0e-09 


Match length 


72 


% identity 


50 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


220513 


Seq. ID 


LIB314 9-053-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2894612 


BLAST score 


372 


E value 


8.0e-36 


Match length 


118 


% identity 


65 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 
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II 



Seq. No. 


220514 


Seq. ID 


LIB314 9-053-Q1-K1-F8 


Method 


BLASTX 


JNLdI bi 




BLAST score 


357 


E value 


5.0e-34 


Match length 


79 


% identity 


78 


NCBI Description 


(AL035539) putative pectinesterase [Arabidopsis thaliana] 


Seq. No. 


220515 


Seq. ID 


LIB3149-Q53-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g399785 


BLAST score 


609 


E value 


2.0e-63 


Match length 


132 


% identity 


87 


NCBI Description 


GLUTAMAlL-l-bhJMllALDlijH YDiL Z f I-AiXllNUMU 1 Abb rKLLUKbUK (bbA; 




(GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) (GSA-AT) 




>gi_100331_pir S21454 glutamate-l-semialdehyde 




2, 1-aminomutase (EC 5.4.3.8) - common tobacco 




>gi_19873_emb_CAA4 678 6_ (X65973) glutamate-l-semialdehyde 




2 , 1-aminomutase [Nicotiana tabacum] 


Seq. No. 


220516 


Seq. ID 


-LIB314 9-053-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3702343 


BLAST score 


323 


E value 


4.0e-30 


Match length 


114 


% identity 


57 


NCBI Description 


(AC005397) putative homeotic gene regulator [Arabidopsis 




thaliana] 


Seq. No. 


220517 


Seq. ID 


LIB3149-053-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g399785 


BLAST score 


591 


E value 


2.0e-61 


Match length 


132 


% identity 


86 


NCBI Description 


GLUTAMATE-1-SEMIALDEHYDE 2 , 1-AMINOMUTASE PRECURSOR (GSA) 




(GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE) (GSA-AT) 




>gi 100331_pir S21454 glutamate-l-semialdehyde 




2, 1-aminomutase (EC 5.4.3.8) - common tobacco 



>gi_19873_emb_CAA4 678 6_ (X65973) glutamate-l-semialdehyde 
2 , 1-aminomutase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220518 

LIB314 9-053-Q1-K1-G3 

BLASTX 

g!666173 

477 

5.0e-48 
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Match length 

% identity 

NCBI Description 



114 
83 

(Y09106) transcription factor [Nicotiana plumbaginif olia] 





o e q . in o . 






Seq. ID 


LIB314 9-053-Q1-K1-H12 




Method 


BLASTX 




NCBI GI 


g4176531 




BLAST score 


171 




E value 


4.0e-12 




Match length 


118 




% identity 


39 




NCBI Description 


(AL035263) weak similarity to chick phosphatidyl^: 






rol acetyltransferase [Schizosaccharomyces pombe] 




Seq. No. 


220520 




Seq. ID 


LIB314 9-053-Q1-K1-H5 




Method 


BLASTX 




NCBI GI 


g4567304 


*r 


BLAST score 


140 




E value 


1.0e-ll 


yl 


Match length 


120 




% identity 


40 


s 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 




Seq. No. 


ZZudZ 1 




Seq. ID 


LIB314 9-054-Q1-K1-A11 


U = 


Method 


BLASTX 




NCBI GI 


gl708401 


=_-! 


BLAST score 


412 




E value 


2.0e-40 




Match length 


90 




% identity 


90 


Us 5 


NCBI Description 


ISOCITRATE DEHYDROGENASE (NADP) (OXALOSUCCINATE 




DECARBOXYLASE) (IDH) (NADP+-SPECI FIC ICDH) (IDP) 


U 


Seq. No. 


220522 




Seq. ID 


LIB314 9-054-Q1-K1-A12 




Method 


BLASTX 




NCBI GI 


gl707074 




BLAST score 


201 




E value 


9.0e-16 




Match length 


117 




% identity 


38 




NCBI Description 


(U80450) M01E11.2 [Caenorhabditis elegans] 




Seq. No. 


220523 




Seq. ID 


LIB314 9-054-Q1-K1-A2 




Method 


BLASTX 




NCBI GI 


g2597826 




BLAST score 


372 




E value 


9.0e-36 




Match length 


95 




% identity 


73 




NCBI Description 


(Y14590) class IV chitinase [Arabidopsis thaliana 




Seq. No. 


220524 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-054-Q1-K1-A3 

BLASTX 

gl350680 

221 

5.0e-30 

104 

65 

60S RIBOSOMAL PROTEIN LI 
220525 

LIB314 9-054-Q1-K1-A8 

BLASTX 

g4406777 

156 

2.0e-10 

79 
43 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 

220526 

LIB314 9-054-Q1-K1-B12 

BLASTX 

g3702321 

491 

1.0e-49 

127 

38 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

220527 

LIB314 9-054-Q1-K1-B3 

BLASTX 

g266989 

499 

1.0e-50 

118 
83 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M957 95) GTP-binding protein [Arabidopsis thaliana] 

220528 

LIB314 9-054-Q1-K1-B4 

BLASTX 

g3334322 

295 

8.0e-27 

97 

62 

GTP-BINDING PROTEIN SAR1B >gi_2108347 (U55036) small 
GTP-binding protein Bsarlb [Brassica rapa] 



Seq. No. 
Seq. ID 
Method 



220529 

LIB314 9-054-Q1-K1-C11 
BLASTX 



31094 




NCBI bl 


giZDo yox 


BLAST score 


290 


E value 


3.0e-26 


Match length 


59 


% identity 


86 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


220530 


Seq. ID 


LIB3149-054-Q1-K1-C12 


Method 


BLASTX 


JNILbl bi 




BLAST score 


150 


E value 


4-0e-10 


Match length 


56 


% identity 


55 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


220531 


Seq. ID 


LIB314 9-054-Q1-K1-C5 


Method 


BLASTX 


NbtSl bl 


goyz o / uj 


BLAST score 


408 


E value 


6.0e-40 


Match length 


90 


% identity 


91 


NCBI Description 


(X95905) 14-3-3 protein [Lycopersicon esculentum] 


Seq. No. 


220532 


Seq. ID 


LIB314 9-054-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl32908 


BLAST score 


155 


E value 


3 . Oe-10 


Match length 


42 


% identity 


69 


NCBI Description 


50S RIBOSOMAL PROTEIN L34 >gi 79021 pir JQ0732 ribosomal 




protein L34 - Proteus mirabilis >gi_150877 (M58352) 




ribosomal protein L34 [Proteus mirabilis] 


Seq. No. 


220533 


Seq. ID 


LIB3149-054-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


388 


E value 


1.0e-37 


Match length 


ion 


% identity 


25 


NCBI Description 


POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 




(PABP 2) >gi 304109 (L19418) poly (A) -binding protein 




[Arabidopsis thaliana] >gi_2911051_emb_CAA17561__ (AL02196 




poly (A) -binding protein [Arabidopsis thaliana] 


Seq. No. 


220534 


Seq. ID 


LIB3149-054-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


253 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-32 

84 
87 

(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 
220535 

LIB3149-054-Q1-K1-D2 

BLASTX 

g4098129 

537 

3.0e-55 

107 

92 

(U73588) sucrose synthase [Gossypium hirsutum] 
220536 

LIB314 9-054-Q1-K1-D4 

BLASTX 

gl362086 

588 

4.0e-61 

122 
90 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_212 9919_pir S65957 

5-methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 


220537 


Seq. ID 


LIB314 9-054-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2739379 


BLAST score 


245 


E value 


6.0e-21 


Match length 


86 


% identity 


53 


NCBI Description 


(AC002505) hypothetical 


Seq. No. 


220538 


Seq. ID 


LIB314 9-054-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


145 


E value 


3.0e-21 


Match length 


91 


% identity 


61 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 



Seq. No. 
Seq. ID 



>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645__emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 

220539 

LIB314 9-054-Q1-K1-D9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl36707 

395 

2.0e-38 

103 

72 

CYTOCHROME B6-F COMPLEX I RON- SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi__280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

220540 

LIB314 9-054-Q1-K1-E11 

BLASTX 

g2500380 

564 

3.0e-58 

104 

99 

60S RIBOSOMAL PROTEIN L44 >gi_2 11 9128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220541 

LIB314 9-054-Q1-K1-E12 

BLASTX 

g3122753 

185 

2.0e-14 

48 

73 

60S RIBOSOMAL PROTEIN L44 >gi_2 24 47 8 9_emb_CAB102 11 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

220542 

LIB314 9-054-Q1-K1-E2 

BLASTX 

g4432841 

306 

5.0e-28 

82 
74 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
220543 

LIB314 9-054 -Q1-K1-E3 

BLASTX 

gl70354 

431 

1.0e-42 

87 
21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



31097 



Seq. No. 220544 

Seq. ID LIB3149-054-Q1-K1-E5 

Method BLASTX 

NCBI GI g3947448 

BLAST score 298 

E value 4.0e-27 

Match length 127 

% identity 44 

NCBI Description (AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88 952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk499g5.5 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220545 

LIB3149-054-Q1-K1-E8 

BLASTX 

gll73223 

340 

3.0e-37 

87 

94 

4 OS RIBOSOMAL PROTEIN Sll >gi_ 
protein Sll [Glycine max] 



454848 (L28831) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220546 

LIB314 9-054-Q1-K1-F11 

BLASTX 

g!350956 

527 

7.0e-54 

112 
93 

40S RIBOSOMAL PROTEIN S20 (S22) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220547 

LIB314 9-054-Q1-K1-F6 

BLASTX 

gl399380 

594 

9.0e-62 

134 
82 

(U43683 ) S-adenosyl-L-methionine : delta24-sterol-C- 
methyltransf erase [Glycine max] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



220548 

LIB314 9-054-Q1-K1-F7 

BLASTX 

g2780194 

538 

3.0e-55 



31098 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
60 

(AJ003197) adenine nucleotide translocator [Lupinus albus] 
220549 

LIB3149-054-Q1-K1-G1 

BLASTX 

gl33808 

177 

5.0e-13 

44 
80 

40S RIBOSOMAL PROTEIN S16 >gi_7092 l_pir R3YL16 ribosomal 

protein S16, cytosolic - large-leaved lupine 
>gi_19512_emb_CAA3 6068_ (X51766) rpslG gene product (AA 
1-145) [Lupinus polyphyllus] 

220550 

LIB3149-054-Q1-K1-G11 

BLASTX 

g728868 

142 

6.0e-09 

66 

52 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_225 97_emb_CAA42 924_ (X60376) proline-rich 
protein [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220551 

LIB3149-054-Q1-K1-G9 

BLASTX 

g3033396 

241 

2.0e-20 

74 

57 

(AC004238) unknown protein [Arabidopsis thaliana] 
220552 

LIB314 9-054-Q1-K1-H1 

BLASTX 

g3687243 

245 

4.0e-21 

61 

79 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220553 

LIB314 9-054-Q1-K1-H11 

BLASTX 

g4126399 

438 

1.0e-43 



31099 




Match length 


108 


% identity 


80 


NCBI Description 


(AB011794) chalcone isomerase [Citrus sinensis] 


Seq. No. 


220554 


Seq. ID 


LIB314 9-054-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3687243 


bLAbi score 


1 QQ 

loo 


E value 


3.0e-14 


Match length 


57 


% identity 


68 


NCBI Description 


(AC005169) putative ribosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


220555 


Seq. ID 


LIB314 9-054-Q1-K1-H4 


Method 


BLASTX 




rrl R 1 

(J J JlUZ 34 


BLAST score 


459 


E value 


6.0e-46 


Match length 


109 


% identity 


83 


NCBI Description 


(AC005310) putative zinc transporter [Arabidopsis thaliana] 


Seq. No. 


220556 


Seq. ID 


LIB314 9-054-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


rt-o o o a i c: o 

gzzo o Ldo 


BLAST score 


563 


E value 


3.0e-58 


Match length 


119 


% identity 


92 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 


Seq. No. 


220557 


Seq. ID 


LIB314 9-054-Q1-K1-H8 


Method 


BLASTX " 


NCBI GI 


g95l427~ 


BLAST score 


4 DO 


E value 


1.0e-46 


Match length 


121 


% identity 


72 


NCBI Description 


(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 




communis] 


Seq. No. 


220558 


Seq. ID 


LIB314 9-055-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3064039 


BLAST score 


136 


E value 


1.0e-08 


Match length 


62 


% identity 


48 


NCBI Description 


(AF054445) major latex protein homolog [Mesembryanthemum 




crystallinum] 




31100 




Seq. No. 


220559 


Seq. ID 


LIB314 9-055-Q1-K1-A5 


Method 


BLASTX 




nO^QQI Off 


BLAST score 


190 


E value 


1.0e-14 


Match length 


59 


% identity 


56 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana] 


Seq. No. 


220560 


Seq. ID 


LIB314 9-055-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2914700 


bLAb 1 score 


i a n 
1 4 U 


E value 


l.Oe-08 


Match length 


78 


% identity 


47 


NCBI Description 


(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 




thaliana] 


Seq. No. 


220561 


Seq. ID 


LIB3149-055-Q1-K1-B11 


Method 


BLASTX ' 


NOB1 bl 


gz y / yooo 


BLAST score 


174 


E value 


5.0e-13 


Match length 


65 


% identity 


51 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220562 


Seq. ID 


LIB314 9-055-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3023847 


BLAST score 


315 


E value 


z . ue— z y 


Match length 


74 


% identity 


58 


NCBI Description 


GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN >gi_238537 6_emb_CAA69934_ (Y08678) G protein beta 




subunit-like [Medicago sativa] 


Seq. No. 


220563 


Seq. ID 


LIB314 9-055-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g3108024 


BLAST score 


oZ 


E value 


l.Oe-08 


Match length 


43 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC T1F15 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


220564 


Seq. ID 


LIB314 9-055-Q1-K1-B5 


Method 


BLASTX 




31101 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl408471 
170 

4.0e-12 

39 
85 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220565 

LIB314 9-055-Q1-K1-B8 

BLASTX 

gl708313 

161 

4.0e-ll 

50 

74 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_99 9396_bbs_163637 
(S77849) heat-shock Protein=HSP8 1-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 





1~ha 1 ianal 


Seq. No. 


220566 


Seq." ID 


LIB3149-055- 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


164 


*W 1 hp 


2 . Oe-11 


L Id UUll ICliy Lll 


34 


S- -i fjpf|t" 1 t V 
O -L 'v-iCi. 1 L J. L j 


94 




(L08199) oe" 


Seq. No. 


220567 


Seq. ID 


LIB3149-055- 


Method 


BLASTX 


NCBI GI 


g4056497 


BLAST score 


296 


E value 


7.0e-27 


Match length 


93 


% identity 


69 


NCBI Description 


(AC005896) ] 


Seq. No. 


220568 


Seq. ID 


LIB3149-055 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


142 


E value 


2.0e-16 


Match length 


93 


% identity 


52 


NCBI Description 


(AF071893) . 


Seq. No. 


220569 


Seq. ID 


LIB3149-055 


Method 


BLASTX 


NCBI GI 


gl200205 


BLAST score 


543 



31102 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-56 

109 
94 

(X95753) DAG [Antirrhinum majus] 
220570 

LIB3149-055-Q1-K1-C6 

BLASTN 

gl67366 

325 

0.0e+00 

394 

96 

Gossypium hirsutum peroxidase mRNA, complete cds 



220571 

LIB3149-055-Q1-K1-C8 

BLASTX 

g2558962 

293 

2.0e-26 

60 
98 

(AF025667) histone H2B1 



[Gossypium hirsutum] 



220572 

LIB3149-055-Q1-K1-E1 

BLASTX 

gll72995 

235 

1.0e-19 

95 
56 

60S RIBOSOMAL PROTEIN L22 >qi 1083790 pir S52084 ribosomal 
protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

220573 

LIB3149-055-Q1-K1-E10 

BLASTX 

g4263712 

268 

6.0e-24 

71 
66 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



220574 

LIB314 9-055-Q1-K1-E2 

BLASTX 

gll72995 

136 

1.0e-08 
48 



31103 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir S52084 ribosomal 

protein L22 - rat >giJ710295_emb_CAA55204_ (X78444) 

ribosomal protein L22 [Rattus norvegicus] 

>qi 1093952 prf 21Q5193A ribosomal protein L22 [Rattus 

norvegicus] 

220575 

LIB3149-055-Q1-K1-E4 

BLASTX 

g728867 

191 

1.0e-14 

88 
42 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi_99694_pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 



Qprr No 


220576 


Seq. ID 


LIB314 9-055-Q1-K1-E5 




BLASTX 


NCBI GI 


g2239085 


BLAST score 


222 


E value 


3.0e-18 


Match length 


92 


% identity 


50 


NCBI Description 


(Z84384) anthranilate N-hydroxycinn t 




[Dianthus caryophyllus] 


Seq. No. 


220577 


Seq. ID 


LIB3149-055-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl66878 


BLAST score 


196 


E value 


1.0e-19 


Match length 


94 


% identity 


57 


NCBI Description 


(M95796) Stl2p protein [Arabidopsis 


Seq. No. 


220578 


Seq. ID 


LIB314 9-055-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


364 


E value 


5.0e-35 


Match length 


82 


% identity 


90 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) >gi 



Seq. No. 
Seq. ID 
Method 



136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

220579 

LIB314 9-055-Q1-K1-F2 
BLASTX 



31104 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512698 
197 

3.0e-15 

107 

41 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
220580 

LIB3149-055-Q1-K1-F4 

BLASTX 

g2244734 

267 

2.0e-23 

59 
92 

(D88414) actin [Gossypium hirsutum] 
220581 

LIB314 9-055-Q1-K1-F5 

BLASTX 

g2369714 

264 

5.0e-23 

72 
74 

(Z97178) elongation factor 2 [Beta vulgaris] 
220582 

LIB3149-055-Q1-K1-G4 

BLASTX 

gll73187 

370 

1.0e-35 

75 

97 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

220583 

LIB314 9-055-Q1-K1-G6 

BLASTX 

g2244811 

194 

4.0e-17 

113 

56 

(Z97336) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220584 

LIB314 9-055-Q1-K1-G7 

BLASTX 

g3924597 

146 

2.0e-09 

57 



31105 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
220585 

LIB314 9-055-Q1-K1-H1 

BLASTN 

g559547 

97 

3.0e-47 

153 
91 

Transformation vector pPRVlOOB, plastid targeting segment 
220586 

LIB314 9-056-Q1-K1-A9 

BLASTX 

g2494261 

406 

1.0e-39 

84 

93 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_1877 6_emb_CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi_448 921_prf 1918220A 

elongation factor Tu [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220587 

LIB314 9-056-Q1-K1-B10 

BLASTX 

gl710838 

281 

1.0e-25 

63 
86 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE ) ( ADOHCYASE } 
adenosylhomocysteinase 



{ S-ADENOS YL-L-HOMOCYSTEINE 
>gi_535584 (L36119) 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



220588 

LIB314 9-056-Q1-K1-C11 

BLASTX 

g81811 

396 

1.0e-38 

98 
79 

ribosomal protein Sll - soybean (fragment) >gi_ 
(M31024) ribosomal protein Sll [Glycine max] 

220589 

LIB314 9-056-Q1-K1-C7 

BLASTX 

g3335341 

200 

9.0e-16 

71 



170054 



31106 



% identity 59 

NCBI Description (AC004512) T8F5.10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220590 

LIB314 9-056-Q1-K1-C9 

BLASTN 

g20419 

35 

2.0e-10 

95 
15 

P.amygdalus mRNA for extensin 
220591 

LIB314 9-056-Q1-K1-E12 

BLASTX 

gll70660 

197 

3.0e-15 

56 
73 

MEVALONATE KINASE (MK) >gi_54 1880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_emb_CAA54820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 

220592 

LIB314 9-056-Q1-K1-E4 

BLASTX 

g3287826 

360 

1.0e-34 

79 

87 

(+) -DELTA-CADINENE SYNTHASE ISOZYME C2 (D-CADINENE 
SYNTHASE) >gi_287 98 4 l_emb_CAA7 6223 . 1_ (Y16432) 
{+) -delta-cadinene synthase [Gossypium arboreum] 

220593 

LIB314 9-056-Q1-K1-E5 

BLASTX 

g3287824 

171 

9.0e-13 

38 

82 

(+) -DELTA-CADINENE SYNTHASE ISOZYME XC1 (D-CADINENE 

SYNTHASE) >gi_2147015_pir S68365 (+) -delta-cadinene 

synthase isozyme XC1 - Gossypium arboreum >gi_1045312 

(U23206) (+) -delta-cadinene synthase isozyme XC1 [Gossypium 
arboreum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



220594 

LIB314 9-056-Q1-K1-E7 

BLASTX 

g3024516 

341 



31107 



E value 
Match length 
% identity 
NCBI Description 



2.0e-32 

70 

97 

RAS -RELATED PROTEIN RAB11C >gi_2160157 (AC000132) Strong 
similarity to A. thaliana ara-2 { gb_AT HARA2 ) . ESTs 
gb_ATTS2483, gb_ATTS24 84 , gb_AA042159 come from this gene. 
[Arabidopsis thaliana] >gi_2231303 (U74669) ras-related 
small GTPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220595 

LIB314 9-056-Q1-K1-E8 

BLASTX 

gl076510 

607 

9.0e-64 

142 

85 

peptidylprolyl isomerase 
>gi_8 2 9 1 1 9_emb_CAA5 2 4 1 4_ 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



220596 

LIB3149-056-Q1-K1-F9 

BLASTX 

g2739366 

244 

1.0e-20 

125 
42 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
220597 

LIB314 9-056-Q1-K1-G5 

BLASTX 

g3461848 

137 

1.0e-08 

34 
85 

(AC005315) putative ATPase [Arabidopsis thaliana] 
220598 

LIB314 9-056-Q1-K1-G9 

BLASTX 

g3080421 

272 

6.0e-24 

128 
46 

(AL022604) putative protein [Arabidopsis thaliana] 
220599 

LIB314 9-056-Q1-K1-H9 

BLASTX 

g4567207 

216 

8.0e-18 



31108 



Match length 


79 


% identity 


57 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220600 


Seq. ID 


LIB314 9-057-Q1-K1-A1 


Method 


BLASTX 


JNbrsl bx 


y j X \J I yO x 


BLAST score 


385 


E value 


1.0e-37 


Match length 


88 


% identity 


84 


NCBI Description 


(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia 


Seq. No. 


220601 


Seq. ID 


LIB314 9-057-Q1-K1-A3 


Method 


BLASTX 


NCBI bl 


goo o yoj 


BLAST score 


170 


E value 


4.0e-12 


Match length 


49 


% identity 


73 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


220602 


Seq. ID 


LIB314 9-057-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3549660 


BLAST score 


"3 Q C\ 


E value 


8.0e-37 


Match length 


107 


% identity 


66 


NCBI Description 


(AL031394) carbonate dehydratase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


220603 


Seq. ID 


LIB3149-057-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gio 4 lo /U 


BLAST score 


332 


E value 


3.0e-31 


Match length 


81 


% identity 


79 


NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa 


Seq. No. 


220604 


Seq. ID 


LIB314 9-057-Q1-K1-B10 


Method 


BLASTN 


Nbbi bi 


gxo loojy 


BLAST score 


44 


E value 


1.0e-15 


Match length 


76 


% identity 


89 


NCBI Description 


Glycine max UDP-glucose dehydrogenase mRNA, complete cds 


Seq. No. 


220605 


Seq. ID 


LIB314 9-057-Q1-K1-B11 



31109 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl351017 

232 

2.0e-19 

46 
93 

40S RIBOSOMAL PROTEIN S9 (S4) >gi_629697_pir S45375 

ribosomal protein S4 - common tobacco (fragment) 
>gi_44 3960_emb_CAA784 63_ (Z14085) RIBOSOMAL PROTEIN S4 
[Nicotiana tabacum] 



Seq. No. 


220606 


Seq. ID 


LIB314 9-057-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl669597 


BLAST score 


359 


E value 


2.0e-34 


Match length 


97 


% identity 


75 


NCBI Description 


(D88745) AR192 [Arabidopsis thaliana] 


Seq. No. 


220607 


Seq. ID 


LIB314 9-057-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3287832 


BLAST score 


601 


.E value 


1 . Oe-62 


Match length 


114 


% identity 


98 


NCBI Description 


(+) -DELTA-CAD I NENE SYNTHASE (D-CADINENE 


>gi_1843647 (U88318) ( + ) -delta-cadinene 




hirsutum] 


Seq. No. 


220608 


Seq. ID 


LIB314 9-057-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2687437 


BLAST score 


60 


E value 


4.0e-25 


Match length 


60 


% identity 


100 


NCBI Description 


Jepsonia parryi large subunit 26S ribos* 




partial sequence 


Seq. No. 


220609 


Seq. ID 


LIB3149-057-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl703380 


BLAST score 


264 


E value 


2.0e-23 


Match length 


85 


% identity 


66 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi_l 1324 8 3_dbj 




ADP-ribosylation factor [Oryza sativa] 


Seq. No. 


220610 


Seq. ID 


LIB314 9-057-Q1-K1-D1 



31110 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2351065 

35 

3.0e-10 

147 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



220611 

LIB314 9-057-Q1-K1-D8 

BLASTX 

gll73234 

327 

2.0e-30 

72 
89 

40S RIBOSOMAL PROTEIN S25 >gi_4 8 1909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584 836j?rf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

220612 

LIB314 9-057-Q1-K1-D9 

BLASTN 

g409574 

38 

4.0e-12 

50 
94 

Atriplex nummularia glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) mRNA, complete cds. 
>gi_414606_emb_X75597_ANDAP3DH A. nummularia mRNA for 
glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220613 

LIB3149-057-Q1-K1-E12 

BLASTX 

gll9354 

146 

2.0e-09 

32 

91 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82 082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>giJL9281_emb_CAA41115__ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220614 

LIB3149-057-Q1-K1-F11 

BLASTX 

g3925703 

371 

8.0e-36 
93 



31111 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
220615 

LIB3149-057-Q1-K1-F3 

BLASTX 

g2795807 

187 

4.0e-14 

81 
49 

(AC003674) hypothetical protein [Arabidopsis thaliana] 
220616 

LIB314 9-057-Q1-K1-F6 

BLASTX 

g2119360 

455 

1.0e-45 

89 

64 

calmodulin (clone PCM2) - potato (fragment) >gi_687698 
(U20291) calmodulin [Solanum tuberosum] >gi_687702 (U20293) 
calmodulin [Solanum tuberosum] 



Seq. No. 


220617 






Seq. ID 


LIB314 9-057-Q1-K1-F7 






Method 


BLASTX 






NCBI GI 


g2326231 






BLAST score 


620 






E value 


7.0e-65 






Match length 


125 






% identity 


93 






NCBI Description 


(AF01288 9) tousled-like 


kinase 4 


[Zea mays] 


Seq. No. 


220618 






Seq. ID 


LIB3149-057-Q1-K1-F8 






Method 


BLASTX 






NCBI GI 


g3158474 






BLAST score 


481 






E value 


1.0e-48 






Match length 


106 






% identity 


89 






NCBI Description 


(AF067184) aquaporin 1 


[Samanea 


saman] 


Seq. No. 


220619 






Seq. ID 


LIB3149-057-Q1-K1-F9 






Method 


BLASTX 






NCBI GI 


g3158474 






BLAST score 


198 






E value 


1.0e-15 






Match length 


72 






'% identity 


62 






NCBI Description 


(AF0 67184) aquaporin 1 


[Samanea 


saman] 


Seq. No. 


220620 






Seq. ID 


LIB314 9-057-Q1-K1-G10 







31112 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122785 

458 

7.0e-46 

102 
88 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) 
protein S14 [Lupinus luteus] 



ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220621 

LIB314 9-057-Q1-K1-G2 

BLASTX 

gl694976 

458 

4.0e-46 

103 
85 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



cpn No 


220622 


UC^i -i- LJ 


LIB314 9-057-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3915189 




193 


TP tral no 
Hi ValUc 


6 Oe-15 


jyiaucn isny Lii 




O _L UCil 1 l Ly 


53 


'Mf'DT ]~>/-y n/-ir ■! nl" 1 ATI 

INUD-L UcbCIipLlUu 


nRTOTTTTTKf-rON.Tn^ATTNG ENZYME 




(UBIQUITIN CARRIER PROTEIN) 


Seq. No. 


220623 


Seq. ID 


LIB314 9-057-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g225267 


BLAST score 


247 


E value 


3.0e-21 


Match length 


108 


% identity 


52 


NCBI Description 


ORF 1244 [Nicotiana tabacum] 


Seq. No. 


220624 


Seq. ID 


LIB3149-057-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


457 


E value 


9.0e-46 


Match length 


121 


% identity 


70 


NCBI Description 


(AC004669) glutathione S-tra 


Seq. No. 


220625 


Seq. ID 


LIB3149-057-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


504 



(UBIQUITIN-PROTEIN LIGASE) 



31113 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-51 

102 
81 

(AJ010501) 



thaumatin-like protein PR-5b [Cicer arietinum] 



220626 

LIB314 9-057-Q1-K1-H7 

BLASTX 

g2160694 

282 

3.0e-25 

94 

55 

(U73528) B T regulatory subunit of PP2A [Arabidopsis 
thaliana] 

220627 

LIB314 9-059-Q1-K1-A12 

BLASTX 

g3334320 

634 

2.0e-66 

123 
98 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

220628 

LIB314 9-059-Q1-K1-A2 

BLASTX 

g3914535 

389 

1.0e-37 

93 

86 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

220629 

LIB314 9-059-Q1-K1-A3 

BLASTX 

g3747050 

434 

4.0e-43 

100 

85 

(AF093540) ribosomal protein L26 [Zea mays] 
220630 

LIB3149-059-Q1-K1-B11 

BLASTX 

g2493046 

374 

5.0e-36 

109 

69 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 



31114 



>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta 1 chain precursor - sweet potato 

>gi_217 938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220631 

LIB314 9-059-Q1-K1-B2 

BLASTX 

g3269289 

368 

2.0e-35 

113 

67 

(AL03097 8) putative protein [Arabidopsis thaliana] 



220632 

LIB3149-059-Q1-K1- 

BLASTX 

g515377 

209 

8.0e-17 

45 
93 

(X79715) 



■B4 



histone H4 [Lolium temulentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220633 

LIB3149-059-Q1-K1-B5 

BLASTX 

g4193382 

209 

1.0e-16 

39 

100 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 


220634 


Seq. ID 


LIB314 9-059-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


391 


E value 


5.0e-38 


Match length 


119 


% identity 


65 


NCBI Description 


(AJ001374) alpha-glucosidase 


Seq. No. 


220635 


Seq. ID 


LIB314 9-059-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4056462 


BLAST score 


532 


E value 


1.0e-54 


Match length 


121 


% identity 


79 


NCBI Description 


(AC005990) Strong similarity 



dehydrogenase (NAD+) from Nicotiana tabacum and a member of 



31115 



the aldehyde dehydrogenase family PF__00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene, 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



220636 

LIB314 9-059-Q1-K1-C1 
BLASTX 



NCBI GI 


g3212879 


BLAST score 


424 


E value 


7.0e-42 


Match length 


103 


% identity 


79 


NCBI Description 


(AC004005) putatxve ribosomal protein l. / LAraDiaopsis 




thaliana] 


Seq. No. 


220637 


Seq. ID 


LIB3149-059-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2132388 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


112 


% identity 


37 


NCBI Description 


PH085 protein - yeast (Saccharomyces cerevisiae) 




>gi 1163103 (U43503) Lphl6p [Saccharomyces cerevisiae 


Seq. No. 


220638 


Seq. ID 


LIB3149-059-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4455235 


BLAST score 


225 


E value 


2.0e-18 


Match length 


68 


% identity 


65 


NCBI Description 


(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 


SUBUNIT-like [Arabidopsis thaliana] 


Seq. No. 


220639 


Seq. ID 


LIB3149-059-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


gl8506 


BLAST score 


161 


E value 


1.0e-85 


Match length 


215 


% identity 


94 


NCBI Description 


Cotton mRNA for malate synthase (EC 4.1.3.2) 


Seq. No. 


220640 


Seq. ID 


LIB314 9-059-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g913227 


BLAST score 


218 


E value 


1.0e-17 


Match length 


77 


% identity 


56 


NCBI Description 


transcription factor X1DP-1 [Xenopus laevis, embryos, 




Peptide, 409 aa] 



31116 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220641 

LIB314 9-059-Q1-K1-D2 

BLASTX 

g3892055 

212 

5.0e-17 

90 

52 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220642 

LIB3149-059-Q1-K1-D9 

BLASTX 

g2492514 

547 

3.0e-56 

125 
86 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>giJL483215_emb_CAA68141__ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220643 

LIB314 9-05 9-Q1-K1-E1 

BLASTX 

g4510428 

264 

5.0e-23 

133 

47 

(AC006929) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 


220644 




Seq. ID 


LIB3149-059-Q1-K1- 


-E12 


Method 


BLASTX 




NCBI GI 


g2347054 




BLAST score 


218 




E value 


8.0e-18 




Match length 


82 




% identity 


52 




NCBI Description 


(X96791) arginine 


decarboxyl 


Seq. No. 


220645 




Seq. ID 


LIB3149-059-Q1-K1 


-E3 


Method 


BLASTX 




NCBI GI 


gl350720 




BLAST score 


390 




E value 


6.0e-38 




Match length 


99 




% identity 


74 




NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


220646 




Seq. ID 


LIB3149-059-Q1-K1 


-E4 



31117 



Method 


BLASTX 


NCBI GI 


gl346675 


BLAST score 


560 


E value 


7 Od-RR 

/ . ue oo 


Match length 


118 


% identity 


92 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 


>gi 499112 (U10283) nucleoside diphosphate kinase [Flaver 




bidentis] 


Seq. No. 


220647 


Seq. ID 


LIB3149-059-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3901014 


jdj_iH.o l score 


o *± 


E value 


8.0e-20 


Match length 


55 


% identity 


76 


NCBI Description 


(AJ130886) metallothionein-like protein class II [Fagus 




sylvatica] 


Seq. No. 


220648 


Seq. ID 


LIB3149-059-Q1-K1-E8 


Method 


BLASTX 


rip "D T f~* T 


go4 Dicjzz 


BLAST score 


285 


E value 


2.0e-25 


Match length 


72 


% identity 


68 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220649 


Seq. ID 


LIB314 9-05 9-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2618602 


rsii/io i score 


o / 


E value 


2.0e-ll 


Match length 


77 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


220650 


Seq. ID 


LIB314 9-059-Q1-K1-F11 


Method 


BLASTX 


NUbl bl 


gjoouu ju 


BLAST score 


240 


E value 


3.0e-20 


Match length 


79 


% identity 


56 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220651 


Seq. ID 


LIB314 9-059-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g495731 


BLAST score 


513 



31118 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



2.0e-52 

104 

90 

(L16790) small ras-related protein [Arabidopsis thaliana] 
220652 

LIB3149-059-Q1-K1-F5 

BLASTX 

g4263720 

195 

4.0e-15 

86 

47 

(AC006223) putative cysteine proteinase inhibitor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220653 

LIB314 9-059-Q1-K1-F6 

BLASTX 

g3914394 

604 

6.0e-63 
128 
8 9 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

220654 

LIB3149-059-Q1-K1-F7 

BLASTX 

g974782 

632 

3.0e-66 

126 

95 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

220655 

LIB314 9-059-Q1-K1-F9 

BLASTX 

g2500518 

307 

5.0e-49 

107 

96 

EUKARYOTIC INITIATION FACTOR 4A-11 (EIF-4A-11) 

>gi_4 85987_emb_CAA55737_ (X79136) NeIF-4All [Nicotiana 

tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220656 

LIB314 9-059-Q1-K1-G1 

BLASTX 

g3024426 



31119 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



476 

3.0e-52 

117 

92 

PYRUVATE, PHOSPHATE DIKINASE PRECURSOR 

{PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_1084302_pir S55478 

pyruvate, orthophosphate dikinase (EC 2.7.9.1} - common ice 

plant >gi_854265_emb_CAA57872_ (X82489) 

pyruvate, orthophosphate dikinase [Mesembryanthemuiri 

crystallinum] 



Seq. No. 


220657 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g2746719 


BLAST score 


242 


E value 


1.0e-20 


Match length 


59 


% identity 


88 


NCBI Description 


(AF03838 


Seq. No. 


220658 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g3334200 


BLAST score 


624 


E value 


3.0e-65 


Match length 


140 


% identity 


84 


NCBI Description 


GLYCINE 



(AF038386) histone H2B [Capsicum annuum] 



YDROGENASE ( DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_28 94362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220659 

LIB3149-059-Q1-K1-G2 

BLASTX 

gl362093 

271 

6.0e-24 

94 

62 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

220660 

LIB314 9-059-Q1-K1-G6 

BLASTX 

g4103152 

180 

3.0e-13 

75 
49 

(AF020716) histidyl-tRNA synthetase [Triticum aestivum] 



Seq. No. 
Seq. ID 



220661 

LIB314 9-05 9-Q1-K1-G8 



31120 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl33867 

544 

5.0e-56 

110 
92 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220662 

LIB314 9-059-Q1-K1-G9 

BLASTX 

g2497752 

276 

2.0e-24 

94 
56 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220663 

LIB314 9-05 9-Q1-K1-H1 

BLASTX 

g2435518 

255 

2.0e-22 

62 
84 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220664 

LIB314 9-059-Q1-K1-H11 

BLASTX 

g2827992 

268 

1.0e-23 

102 
53 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220665 

LIB314 9-059-Q1-K1-H8 

BLASTX 

g4263771 

330 

9.0e-31 

119 
55 

(AC006218) 
precursor 



putative nonspecific lipid-transf er protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



220666 

LIB314 9-059-Q1-K1-H9 
BLASTX 



31121 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



g2982331 
477 

3.0e-48 

103 
92 

(AF051251) 



TAT-binding protein homolog [Picea mariana] 



220667 

LIB314 9-060-Q1-K1-A2 

BLASTX 

g2623300 

241 

2.0e-20 
60 
80 

(AC002409) 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220668 

LIB314 9-060-Q1-K1-A4 

BLASTX 

g3915665 

378 

2.0e-36 

137 
51 

ELONGATION FACTOR G (EF-G) >gi_2688449 (AE001155) 
translation elongation factor G (fus-1) [Borrelia 
burgdorferi] 

220669 

LIB314 9-060-Q1-K1-A7 

BLASTX 

g2832682 

210 

1.0e-16 

119 

46 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
220670 

LIB3149-060-Q1-K1-B11 

BLASTX 

g4103963 

141 

1.0e-08 

31 
90 

(AF030035) calmodulin [Phaseolus vulgaris] 
220671 

LIB314 9-060-Q1-K1-B12 

BLASTX 

g3687239 - 

619 

1.0e-64 
122 



31122 



% identity 

NCBI Description 



96 

(AC005169) putative clathrin coat assembly protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(HSP81-2) >gi_4 4 5127__prf 1908431B 



220672 

LIB314 9-060-Q1-K1-B2 
BLASTX 
g2495365 
348 

5.0e-33 
86 
79 

HEAT SHOCK PROTEIN 81-2 

heat shock protein HSP81-2 [Arabidopsis thaliana] 
220673 

LIB314 9-060-Q1-K1-B5 

BLASTX 

g2961300 

546 

4.0e-56 

125 

85 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
220674 

LIB314 9-060-Q1-K1-B8 

BLASTX 

g548852 

361 

2.0e-34 

82 
80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158__ (D12,633) 40S 
subunit ribosomal protein [Oryza sativa] 

220675 

LIB314 9-060-Q1-K1-C1 

BLASTX 

gl67367 

255 

5.0e-22 

49 

100 

(L08199) peroxidase [Gossypium hirsutum] 
220676 

LIB314 9-060-Q1-K1-C10 

BLASTX 

g2499931 

263 

6.0e-23 

63 

81 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi 2129534_pir S71272 adenine phosphoribosyltransf erase 



31123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 

220677 

LIB314 9-060-Q1-K1-C9 

BLASTX 

g4006836 

367 

4.0e-35 

119 

61 

(Z99708) putative protein [Arabidopsis thaliana] 
220678 

LIB314 9-060-Q1-K1-D1 

BLASTX 

g3063396 

423 

7.0e-42 

93 

85 

(AB012947) vcCyP [Vicia faba] 
220679 

LIB314 9-060-Q1-K1-D11 

BLASTX 

g2979553 

297 

6.0e-27 

130 

45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
220680 

LIB3149-060-Q1-K1-D2 

BLASTX 

g2495365 

414 

1.0e-40 

118 
75 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220681 

LIB314 9-060-Q1-K1-D3 

BLASTX 

gl710587 

317 

1.0e-33 

122 

66 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_1196897 (L46848) acidic 
ribosomal protein P0 [Glycine max] 



Seq. No. 



220682 



31124 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-060-Q1-K1-D4 

BLASTX 

gll73198 

434 

4 .Oe-43 

91 
92 

40S RIBOSOMAL PROTEIN S13 >gi_4 80095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220683 

LIB3149-060-Q1-K1-D5 

BLASTX 

gl710587 

237 

5.0e-20 

83 
59 

60S ACIDIC RIBOSOMAL 
ribosomal protein P0 



PROTEIN P0 >gi 
[Glycine max] 



1196897 (L46848) acidic 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220684 

LIB314 9-060-Q1-K1-D7 

BLASTX 

g70753 

482 

1.0e-48 
117 
84 

histone H3 
wheat 



garden pea >gi_82610_pir S00373 histone H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220685 

LIB314 9-060-Q1-K1-D8 

BLASTX 

g3377941 

150 

1.0e-09 

88 
42 

(AL021960) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220686 

LIB314 9-060-Q1-K1-E12 

BLASTX 

g461729 

394 

3.0e-38 

94 

74 

10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) 

>gi_2146744_pir S65597 probable chaperonin, 10K - 

Arabidopsis thaliana >gi_166662 (L0284 3) 10 kDa chaperonin 
[Arabidopsis thaliana] 



31125 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220687 

LIB314 9-060-Q1-K1-E3 

BLASTX 

g82200 

375 

4.0e-36 

137 
55 

hypothetical protein 1244 



common tobacco chloroplast 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220688 

LIB314 9-060-Q1-K1-E5 

BLASTX 

g2459412 

235 

9.0e-20 

91 
49 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
220689 

LIB314 9-060-Q1-K1-F10 

BLASTX 

g2605932 

519 

6.0e-53 

133 
76 

(AF029898) aspartate aminotransferase [Lotus corniculatus] 
220690 

LIB314 9-060-Q1-K1-F11 

BLASTX 

g3047084 

564 

3.0e-58 

128 
82 

(AF058914) similar to aminoacyl-tRNA synthetases 
[Arabidopsis thaliana] 

220691 

LIB314 9-060-Q1-K1-F12 

BLASTX 

g2833390 

624 

3.0e-65 

129 

88 

GLYCOGEN (STARCH) SYNTHASE PRECURSOR (GBSSII) 
(GRANULE -BOUND STARCH SYNTHASE II) >gi_8 87 64 9_emb_CAA6124 1_ 
(X87988) glycogen (starch) synthase [Solanum tuberosum] 

220692 

LIB314 9-060-Q1-K1-F2 

BLASTX 

gl336084 



31126 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



510 

5.0e-52 

116 

79 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds. [Arabidopsis thaliana] 



Sea No 


220693 


Seq. ID 


LIB314 9-060-O1-K1-F5 


Me^t* bod 


BLASTX 


NCBI GI 


g2982432 


BLAST score 


335 


E value 


2.0e-31 


Match length 


76 


% identity 


80 


NCBI Description 


(AL022224) putative protein 


Seq. No. 


220694 


Seq. ID 


LIB314 9-060-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g549732 


BLAST score 


189 


E value 


3.0e-14 


Match length 


78 


% identity 


47 


NCBI Description 


HYPOTHETICAL 16.2 KD PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_481110__pir S37791 hypothetical protein YKL160w - yeast 

(Saccharomyces cerevisiae) >gi_407488_emb_CAA814 94_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_4 8 627 9_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 

220695 

LIB3149-060-Q1-K1-G5 

BLASTX 

gl351271 

178 

5.0e-13 

43 

84 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi__1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220696 

LIB314 9-060-Q1-K1-G8 

BLASTX 

gl694976 

221 

3.0e-24 

92 
62 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361__emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 



31127 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220697 

LIB3149-060-Q1-K1-G9 

BLASTX 

g322639 

229 

5.0e-19 

68 

56 

beta-1, 3-glucanase homolog (clone A20) - rape (fragment) 
>gi_17734_emb_CAA49515_ (X69889) beta-1 , 3-glucanase 
homologue [Brassica napus] 

220698 

LIB314 9-060-Q1-K1-H12 

BLASTX 

g3116020 

165 

1.0e-ll 

46 
76 

(Y15383) FtsZ protein [Pisum sativum] 
220699 

LIB314 9-060-Q1-K1-H4 

BLASTX 

g3287696 

512 

4 .0e-52 

131 

71 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

220700 

LIB314 9-060-Q1-K1-H8 

BLASTX 

gl076524 

269 

9.0e-24 

78 

59 

chloroplast outer envelope protein OEP86 precursor - garden 
pea >gi_599958_emb_CAA83453_ (Z31581) chloroplast outer 
envelope protein 86 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220701 

LIB314 9-061-Q1-K1-A1 

BLASTX 

g312179 

306 

4.0e-28 

61 

93 



31128 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858 ) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

220702 

LIB3149-061-Q1-K1-A3 

BLASTX 

gl20669 

453 

3.0e-45 

87 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

220703 

LIB314 9-061-Q1-K1-A5 

BLASTX 

g3367647 

536 1 

6.0e-55 

131 

78 

(Y17298) enolase [Cunninghamella elegans] 
220704 

LIB314 9-061-Q1-K1-B3 

BLASTX 

g2462834 

234 

1.0e-19 

87 
53 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
220705 

LIB314 9-061-Q1-K1-B5 

BLASTX 

g2499476 

178 

5.0e-13 

102 
43 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR 

>gi_1498198_emb_CAA63909_ (X94218) 2-Cys peroxiredoxin basl 
[Arabidopsis thaliana] >gi_17 83308_emb_CAA71503_ (Y10478) 
2-Cys peroxiredoxin [Arabidopsis thaliana] 

220706 

LIB314 9-061-Q1-K1-B7 

BLASTX 

g3493172 



31129 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



685 

2.0e-72 

133 

50 

(U89609) 



fiber annexin [Gossypium hirsutum] 



220707 

LIB314 9-061-Q1-K1-B9 

BLASTX 

g4204294 

330 

8.0e-31 

105 
67 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 


220708 


Seq. ID 


LIB3149-061-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3850821 


BLAST score 


258 


E value 


1.0e-22 


Match length 


103 


% identity 


50 


NCBI Description 


(Y18350) U2 snRNP auxiliary factor, large subunit 




[Nicotiana plumbaginif olia] 


Seq. No. 


220709 


Seq. ID 


LIB314 9-061-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl754997 


BLAST score 


146 


E value 


3.0e-09 


Match length 


31 


■% identity 


94 


NCBI Description 


(U48690) calmodulin TaCaM2-l [Triticum aestivum] 


Seq. No. 


220710 


Seq. ID 


LIB314 9-061-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gll72556 


BLAST score 


275 


E value 


2.0e-24 


Match length 


60 


% identity 


87 


NCBI Description 


36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 



(VOLTAGE -DE PENDENT ANION- SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_62 972 9_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb__CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220711 

LIB314 9-061-Q1-K1-F11 

BLASTX 

g4454032 



31130 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

2.0e-25 

81 

69 

(AL035394; 



putative protein [Arabidopsis thaliana] 



220712 

LIB3149-061-Q1-K1-H9 

BLASTX 

g!477428 

631 

4 . Oe-66 

135 

88 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
220713 

LIB3149-062-Q1-K1-A10 

BLASTX 

g3122053 

117 

3.0e-10 
71 

58 

ELONGATION FACTOR 1 -ALP HA (EF-1 -ALPHA) 
>gi_1235582_emb_CAA65391_ (X96555) elongation factor 
1-alpha [Pisum sativum] 



Seq. No. 


220714 




Seq. ID 


LIB3149-062-Q1 


-Kl-All 


Method 


BLASTX 




NCBI GI 


gl350983 




BLAST score 


381 




E value 


3.0e-54 




Match length 


132 




% identity 


81 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN S3A 


Seq. No. 


220715 




Seq. ID 


LIB3149-062-Q1 


-K1-A12 


Method 


BLASTX 




NCBI GI 


g2088652 




BLAST score 


442 




E value 


2.0e-44 




Match length 


115 




% identity 


77 




NCBI Description 


(AF002109) 26S 


proteasome 



initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220716 

LIB314 9-062-Q1-K1-A6 

BLASTX - 

g4539335 

373 

2.0e-47 



31131 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
62 

(AL035539) 



putative protein [Arabidopsis thaliana] 



220717 

LIB314 9-062-Q1-K1-A7 

BLASTX 

g421843 

317 

7.0e-36 

125 

60 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 

220718 

LIB3149-062-Q1-K1-A9 

BLASTX 

g2662343 

508 

7.0e-67 

133 
98 

(D63581) EF-1 alpha [Oryza sativa] 
220719 

LIB314 9-062-Q1-K1-B11 

BLASTX 

g3785989 

229 

7.0e-37 

132 

67 

(AC005560) unknown protein [Arabidopsis thaliana] 
220720 

LIB3149-062-Q1-K1-C5 

BLASTX 

g3334405 

437 

2.0e-50 

118 

95 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar Hh — ATPase subunit E 
[Gossypium hirsutum] 

220721 

LIB314 9-062-Q1-K1-C9 

BLASTX 

g4454464 

273 

3.0e-24 

64 
73 

(AC006234) unknown protein [Arabidopsis thaliana] 
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Seq. No. 220722 

Seq. ID LIB3149-062-Q1-K1-D10 

Method BLASTX 

NCBI GI g3738285 

BLAST score 192 

E value 3.0e-15 

Match length 99 

% identity 43 

NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 

Seq. No. 220723 

Seq. ID LIB3149-062-Q1-K1-D12 

Method BLASTX 

NCBI GI g2369714 

BLAST score 4 97 

E value 2.0e-50 

Match length 136 

% identity 72 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 

Seq. No. 220724 

Seq. ID LIB3149-062-Q1-K1-D4 

Method BLASTX 

NCBI GI gl00226 

BLAST score 129 

E value 9.0e-12 

Match length 84 

% identity 48 

NCBI Description hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 
esculentum] >gi_445619j?rf_1909366A Leu zipper protein 
[Lycopersicon esculentum] 

220725 

LIB3149-062-Q1-K1-D9 
BLASTX 
g585876 
123 

2.0e-14 

67 
67 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084 424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

Seq. No. 220726 

Seq. ID LIB3149-062-Q1-K1-E11 

Method BLASTX 

NCBI GI g886116 

BLAST score 197 

E value 5.0e-25 

Match length 69 

% identity 77 

NCBI Description (U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 < 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
,NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220727 

LIB314 9-062-Q1-K1-E6 

BLASTX 

g3075398 

163 

1.0e-22 

137 
41 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220728 

LIB3149-062-Q1-K1-F12 

BLASTX 

gll3029 

502 

2.0e-71 

137 
99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 

>gi_68209_pir WZCNIU isocitrate lyase (EC 4.1.3.1) - 

upland cotton >gi_1848 6_emb_CAA36381_ (X52136) isocitrate 
lyase (AA 1-576) [Gossypium hirsutum] 



Seq. No. 


220729 


Seq. ID 


LIB314 9-062-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


295 


E value 


1.0e-26 


Match length 


118 


% identity 


55 


NCBI Description 


(Y15430) adenosine kinase [Phy; 


Seq. No. 


220730 


Seq. ID 


LIB314 9-062-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3892058 


BLAST score 


194 


E value 


8.0e-15 


Match length 


98 


% identity 


43 


NCBI Description 


(AC002330) putative glutamate- 




[Arabidopsis thaliana] 


Seq. No. 


220731 


Seq. ID 


LIB314 9-0 62-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


323 


E value 


3.0e-46 


Match length 


133 


% identity 


75 


NCBI Description 


(U64436) ribosomal protein S8 


Seq. No. 


220732 


Seq. ID 


LIB3149-062-Q1-K1-G5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLAST X 

g2827992 

330 

2.0e-44 

137 
60 

(AF034743) 



UDP-glucuronosyltransferase [Pisum sativum] 



220733 

LIB314 9-062-Q1-K1-G7 

BLASTX 

g2213862 

207 

6.0e-20 

126 

45 

(AF003086) Pf SNF2L [Plasmodium falciparum] 
220734 

LIB3149-062-Q1-K1-G8 

BLASTX 

g2664214 

218 

1.0e-17 

91 

53 

(AJ222646) G2484-1 [Arabidopsis thaliana] 
220735 

LIB314 9-062-Q1-K1-H10 

BLASTX 

g4204303 

292 

3.0e-45 

128 

68 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

220736 

LIB314 9-062-Q1-K1-H11 

BLASTX 

g2980767 

305 

7.0e-28 

111 

63 

(AL022198) putative protein [Arabidopsis thaliana] 
220737 

LIB314 9-062-Q1-K1-H3 

BLASTX 

g 1174448 

260 

6.0e-24 

98 
62 
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NCBI Description 



TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 


220738 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g294060 


BLAST score 


169 


E value 


7.0e-12 


Match length 


96 


% identity 


40 


NCBI Description 


(L06467 


Seq. No. 


220739 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g886116 


BLAST score 


340 


E value 


2.0e-50 


Match length 


138 


% identity 


68 


NCBI Description 


(U27609 



major latex protein [Papaver somnif erum] 



-K1-H8 



(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 


220740 


Seq. ID 


LIB3149-063- 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


329 


E value 


4.0e-31 


Match length 


66 


% identity 


94 


NCBI Description 


(AJ005869) " 


Seq. No. 


220741 


Seq. ID 


LIB3149-063' 


Method 


BLASTX 


NCBI GI 


g3402703 


BLAST score 


150 


E value 


1.0e-09 


Match length 


92 


% identity 


35 


NCBI Description 


(AC004261) : 


Seq. No. 


220742 


Seq. ID 


LIB3149-063 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


295 


E value 


1.0e-26 


Match length 


68 


% identity 


82 


NCBI Description 


(AJ005869) 



transmembrane channel protein [Cicer arietinum] 



transmembrane channel protein [Cicer arietinum] 
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Seq. No. 220743 

Seq. ID LIB3149-063-Q1-K1-A3 

Method BLASTX 

NCBI GI g466160 

BLAST score 364 

E value 9.0e-35 

Match length 84 

% identity 83 

NCBI Description HYPOTHETICAL. 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi 630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



220744 

LIB314 9-063-Q1-K1-A4 
BLASTX 
g466160 
287 

1.0e-25 

82 
71 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi 630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_2897 69 (L14429) putative [Caenorhabditis 
elegans] 

Seq. No. 220745 

Seq. ID LIB3149-063-Q1-K1-A7 

Method BLASTN 

NCBI GI g2558943 

BLAST score 38 

E value 6.0e-12 

Match length 65 

% identity 92 

NCBI Description Gossypium hirsutum histone 3 mRNA, complete cds 

Seq. NO. 220746 

Seq. ID LIB3149-063-Q1-K1-A9 

Method BLASTX 

NCBI GI gll"74592 

BLAST score 72 9 

E value 1.0e-77 

Match length 137 

% identity 100 

NCBI Description TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir_S60233 alpha-tubulin 
- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

Seq. No. 220747 

Seq. ID LIB3149-063-Q1-K1-B1 

Method BLASTX 

NCBI GI g4193382 

BLAST score 38 6 

E value 2.0e-37 

Match length 8 6 

% identity 83 , 
NCBI Description (AF083336) ribosomal protein S27 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220748 

LIB314 9-063-Q1-K1-B11 

BLASTX 

g3024017 

552 

6.0e-57 

112 
94 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220749 

LIB314 9-063-Q1-K1-B12 

BLASTX 

g4371293 

253 

9.0e-22 

96 
64 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220750 

LIB3149-063-Q1-K1-B2 

BLASTX 

g2065531 

429 

2.0e-42 

118 

64 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220751 

LIB3149-063-Q1-K1-B4 

BLASTX 

g2244750 

599 

2.0e-62 

137 
82 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi__3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220752 

LIB314 9-063-Q1-K1-B5 

BLASTX 

g2244750 

444 

3.0e-44 

108 

80 

(Z 97 335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
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[Arabidopsis thaliana] 



Seq. No, 220753 

Seq. ID LIB3149-063-Q1-K1-B7 

Method BLASTX 

NCBI GI g4204265 

BLAST score 156 

E value 2.0e-10 

Match length 4 9 

% identity 65 

NCBI Description (AC005223) 45643 [Arabidopsis thaliana] 

Seq. No. 220754 

Seq. ID LIB3149-063-Q1-K1-C12 

Method BLASTX 

NCBI GI gl762945 

BLAST score 323 

E value 5.0e-30 

Match length 120 

% identity 53 

NCBI Description (U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 

Seq. No. 220755 

Seq. ID LIB3149-063-Q1-K1-C2 

Method BLASTX 

NCBI GI g4218120 

BLAST score 357 

E value 5.0e-34 

Match length 106 

% identity 66 

NCBI Description (AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

Seq. No. 220756 

Seq. ID LIB3149-063-Q1-K1-C9 

Method BLASTX 

NCBI GI g2244970 

BLAST score 430 

E value 1.0e-42 

Match length 117 

% identity 65 

NCBI Description (Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365__emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

Seq. No. 220757 

Seq. ID LIB3149-063-Q1-K1-D1 < 

Method BLASTX 

NCBI GI g2828296 

BLAST score 323 

E value 4.0e-30 

Match length 67 

% identity 88 

NCBI Description (AL021687) RNase L inhibitor [Arabidopsis thaliana] 
Seq. No. 220758 
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Seq. ID LIB3149-063-Q1-K1-D11 

Method BLASTX 

NCBI GI g3377797 

BLAST score 4 97 

E value 2.0e-50 

Match length 125 

% identity 7 6 

NCBI Description (AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

Seq. No. 220759 

Seq. ID LIB3149-063-Q1-K1-D6 

Method BLASTX 

NCBI GI gl419088 

BLAST score 666 

E value 3.0e-70 

Match length 127 

% identity 94 t 
NCBI Description (Z71395) calreticulin [Nicotiana plumbaginif olia] 

Seq. No. 220760 

Seq. ID LIB3149-063-Q1-K1-D8 

Method BLASTX 

NCBI GI g4432857 

BLAST score 181 

E value 3.0e-18 ■ 

Match length 115 

% identity 46 

NCBI Description (AC006300) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 220761 

Seq. ID LIB3149-063-Q1-K1-D9 

Method BLASTX 

NCBI GI gl710546 

BLAST score 116 

E value 2.0e-14 

Match length 100 

% identity 48 

NCBI Description 60S RIBOSOMAL PROTEIN L36 >giJL276967 (U47095) putative 
ribosomal protein [Daucus carota] 

Seq. No. 220762 

Seq. ID LIB3149-063-Q1-K1-E10 

Method BLASTX 

NCBI GI g531829 

BLAST score 166 

E value 4.0e-12 

Match length 4 6 

% identity 72 

NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

Seq. No. 220763 

Seq. ID LIB3149-063-Q1-K1-E11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3021485 

261 

8.0e-23 

63 

83 

(AJ224932) histone H2B-3 [Lycopersicon esculentum] 
220764 

LIB314 9-063-Q1-K1-E2 

BLASTX 

g3142291 

445 

2.0e-44 

112 

70 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 

220765 

LIB314 9-063-Q1-K1-E4 

BLASTX 

gll74592 

341 

3.0e-32 

116 

60 

TUBULIN ALPHA- 1 CHAIN >gi_211927 0_pir S60233 alpha-tubulm 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

220766 

LIB314 9-063-Q1-K1-E6 

BLASTX 

g266972 

204 

5.0e-16 

54 
65 

40S RIBOSOMAL PROTEIN S29 >gi_6318 
protein S29 - rat >gi__1362934_pir 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi__1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi__1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



4_pir S30298 ribosomal 

S55919 ribosomal protein 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



220767 

LIB314 9-063-Q1-K1-E7 

BLASTX 

gl20669 

454 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-45 

105 
81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


220768 


Seq. ID 


LIB3149-063- 


Method 


BLASTX 


NCBI GI 


g2459429 


BLAST score 


470 


E value 


3.0e-47 


Match length 


112 


% identity 


73 


NCBI Description 


(AC002332) 


Seq. No. 


220769 


Seq. ID 


LIB3149-063 


Method 


BLASTX 


NCBI GI 


gll74448 


BLAST score 


285 


E- value 


2.0e-25 


Match length 


113 


% identity 


56 


NCBI Description 


TRANS LOCON- 



■Q1-K1-E8 



(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220770 

LIB314 9-063-Q1-K1-F11 

BLASTX 

gl399380 

662 

9.0e-70 

131 

92 

(U43683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransferase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220771 

LIB314 9-063-Q1-K1-F12 

BLASTX 

g3560474 

259 

1.0e-22 

96 

52 

(U81312) S-adenosyl-methionine-sterol-C- 
[Nicotiana tabacum] 



methyltransf erase 



Seq. No. 
Seq. ID 
Method 



220772 

LIB314 9-063-Q1-K1-F2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



gl431629 
459 

5.0e-46 

122 

68 

(X99348) pectinacetylesterase precursor [Vigna radiata] 



220773 

LIB3149-063-Q1-K1-F6 

BLASTX 

gll72977 

531 

2.0e-54 

122 
84 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



220774 

LIB3149-063-Q1-K1-F8 

BLASTX 

g3004560 

145 

3.0e-09 
47 
66 

(AC003673) 
thaliana] 



putative ATP binding protein [Arabidopsis 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220775 

LIB314 9-063-Q1-K1-G10 

BLASTX 

g4027891 

339 

7.0e-32 

117 
62 

(AF04 9350) alpha-expansin precursor [Nicotiana tabacum] 
220776 

LIB314 9-063-Q1-K1-G11 

BLASTX 

g4204293 

493 

6.0e-50 

115 
81 

(AC003027) lcljprt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



220777 

LIB314 9-063-Q1-K1-G3 

BLASTX 

gl928981 

392 

4.0e-38 
85 
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% identity 

NCBI Description 



92 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oieracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220778 

LIB3149-063-Q1-K1-G7 

BLASTX 

gll73234 

327 

2.0e-30 

72 
89 

40S RIBOSOMAL PROTEIN S25 >gi_4 81909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 



Seq. No. 


220779 


Seq. ID 


LIB3149-063-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl052973 


BLAST score 


342 


E value 


3.0e-32 


Match length 


87 


% identity 


76 


NCBI Description 


(U37838) fructokinase [Beta vulgaris] 


Seq. No. 


220780 


Seq. ID 


LIB314 9-063-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3885339 


BLAST score 


239 


E value 


5.0e-23 


Match length 


110 


% identity 


54 


NCBI Description 


(AC005623) putative bzip protein [Arabidopsis 


Seq. No. 


220781 


Seq. ID 


LIB3149-063-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4056420 


BLAST score 


307 


E value 


4.0e-28 


Match length 


81 


% identity 


73 


NCBI Description 


(AC005322) ESTs gb_T144077 and gb_T43352 come 




gene. [Arabidopsis thaliana] 


Seq. No. 


220782 


Seq. ID 


LIB314 9-063-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g20559 


BLAST score 


647 


E value 


6.0e-68 


Match length 


140 


% identity 


91 
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NCBI Description 



(X13301) hsp70 (AA 6 - 651) [Petunia x hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



220783 

LIB314 9-063-Q1-K1-H7 

BLASTX 

g4415934 

261 

1.0e-22 

87 
55 

(AC006418) 
thaliana] 



putative auxin response factor 1 [Arabidopsis 



220784 

LIB314 9-063-Q1-K1-H8 

BLASTX 

g3645985 

438 

2.0e-43 

77 
96 

(AL031581) l-evidence=predicted by content; 
1 -met hod=gene finder ; 084; 1 -method_score=2 3.36; 

1- evidence_end; 2-evidence^predicted by match; 

2- match_accession=AA141041; 

2-match_description=CK01110 . 3prime CK Drosophila 
melanogaster 



220785^ 

LIB314 9-063-Q1-K1-H9 

BLASTX 

gl477428 

565 

2.0e-58 

126 
89 

(X99623) alpha-tubulin 



1 [ Horde uift' vulgare] 



220786 

LIB3149-064-Q1-K1-A11 

BLASTX 

g3647355 

329 

1.0e-30 

134 

49 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w) , 
Human hypothetical protein KIAA0249-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y24 9_HUMA 

220787 

LIB314 9-064-Q1-K1-A12 

BLASTX 

g4115377 

611 

1.0e-63 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143 
80 

(AC005967) 



unknown protein [Arabidopsis thaliana] 



220788 

LIB314 9-064-Q1-K1-A7 

BLASTX 

g3426051 

309 

2.0e-28 

105 
55 

(AC005168) hypothetical protein [Arabidopsis thaliana] 
220789 

LIB3149-064-Q1-K1-A8 

BLASTX 

g4539417 

498 

2.0e-50 

111 

79 

(AL049171) putative protein [Arabidopsis thaliana] 
220790 

LIB314 9-064-Q1-K1-B11 

BLASTN 

g2826742 

170 

5.0e-91 

194 

96 

Gossypium arboreum ribosomal protein L16 (rpll6) gene, 
chloroplast gene encoding chloroplast protein, partial cds, 
and intron sequence 

220791 

LIB314 9-064-Q1-K1-B12 

BLASTX 

g544134 

160 

5.0e-ll 

64 

50 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT100 PRECURSOR 

>gi 99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_4 2184 4_pir A46260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

220792 

LIB314 9-064-Q1-K1-B2 

BLASTX 

g2341034 

560 

9.0e-58 

114 

97 



31146 



NCBI Description (AC000104) F19P19.13 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220793 

LIB3149-064-Q1-K1-B3 

BLASTX 

g2688820 

174 

1.0e-12 

85 
42 

(U93271) enoyl-CoA hydratase [Prunus armeniaca] 
220794 

LIB3149-064-Q1-K1-B7 

BLASTX 

g3600052 

116 

6.0e-14 

100 

43 

(AF080120) contains similarity to glycosyl hydrolases 
family 9 (Pfam: glycosyl_hydro5 . hmm, score: 88.03} 
[Arabidopsis thaliana] 

220795 

LIB314 9-064-Q1-K1-B8 

BLASTX 

g974782 

589 

3.0e-61 

129 
90 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220796 

LIB3149-064-Q1-K1-B9 

BLASTX 

g218157 

459 

5.0e-46 

116 

80 

(D13512) cytoplasmic aldolase [Oryza sativa] 
220797 

LIB314 9-064-Q1-K1-C1 

BLASTX 

gl856971 

554 

5.0e-57 

117 

89 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220798 

LIB314 9-064-Q1-K1-C12 

BLASTX 

g2501433 

359 

3.0e-34 

87 
72 

UBIQUITIN-CONJUGATING ENZYME E2-24 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2-EPF5) >gi_181916 
(M91670) ubiquitin carrier protein [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220799 

LIB314 9-064-Q1-K1-C2 

BLASTX 

gl856971 

304 

1.0e-27 
136 

56 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

220800 

LIB3149-064-Q1-K1-C3 

BLASTX 

gl706319 

282 

4.0e-25 

103 

53 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 

>gi 481829 pir S39554 histidine decarboxylase (EC 

4.171.22) - tomato >gi_416534_emb_CAA5 0719_ (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220801 

LIB3149-064-Q1-K1-C5 

BLASTX 

g3395440 

231 

3.0e-19 

105 

46 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
220802 

LIB3149-064-Q1-K1-C7 

BLASTX 

g4127660 

4 62 

3.0e-46 

138 

64 

(Y11124) invertase [Cichorium intybus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220803 

LIB3149-064-Q1-K1-C8 
BLASTX 
g232031 
278 

1.0e-24 
95 
58 

ELONGATION FACTOR 1 BETA' >gi_322851_pir_ 
translation elongation factor eEF-1 beta 1 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



_S29224 
chain - rice 



Seq. No. 


220804 


Seq. ID 


LIB314 y-UD4-yi-Kl-Ulu 


Method 


BLASTX 


NCBI GI 


g3152660 


BLAST score 


204 


E value 


5.0e-16 


Match length 


119 


% identity 


33 


NCBI Description 


(AF064603) GA17 protein [Homo sapiens] 


Seq. No. 


220805 


Seq. ID 


LIB314 9-064-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g2501849 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


56 


% identity 


91 


NCBI Description 


Nicotiana tabacum GDP dissociation inhibitor 




complete cds 


Seq. No. 


220806 


Seq. ID 


LIB314 9-064-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g531251 


BLAST score 


34 


E value 


1.0e-09 


Match length 


34 



mRNA, 



% identity 

NCBI Description 



100 

Apple mitochondrial atp9 gene for FO-ATPase subunit 9 
(complete cds) and nad5 gene for NADH dehydrogehase subunit 
5 (exon a and b) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220807 

LIB314 9-064-Q1-K1-D2 

BLASTX 

g3236238 

263 

7.0e-23 

143 

46 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_45197 92_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220808 

LIB314 9-064-Q1-K1-D9 

BLASTX 

gll73256 

664 

6.0e-70 

128 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220809 

LIB314 9-064-Q1-K1-E11 

BLASTX 

gl856971 

443 

5. 0e-44 

95 

88 

(D26058) This gene is specifically expressed at the S 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



phase 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220810 

LIB314 9-064-Q1-K1-E6 

BLASTX 

g3377820 

393 

4.0e-38 

98 
77 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220811 

LIB314 9-064-Q1-K1-F11 

BLASTX 

g629483 

357 

6.0e-34 

125 

58 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 
>gi_1584322_prf_2122374C allergen Bet v 1-Sc3 [Betula 
pendula] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220812 

LIB314 9-064-Q1-K1-F2 

BLASTX 

g2088654 

357 

8.0e-42 
117 
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% identity 

NCBI Description 



83 

(AF002109) 60S acidic ribosomal protein PO isoiog 
[Arabidopsis thaliana] 



Seq. No. 


220813 


Seq. ID 


LIB3149H 


Method 


BLASTX 


NCBI GI 


gl673344 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


53 


% identity 


55 


NCBI Description 


(D64002) 


Seq. No. 


220814 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


gl256830 


BLAST score 


578 


E value 


7.0e-60 


Match length 


141 


% identity 


77 


NCBI Description 


(U52970) 



>gi_2 95941 8_emb_CAAl 2 1 1 8_ 
[Phaseolus vulgaris] 



(AJ224766) cysteine protease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220815 

LIB3149-064-Q1-K1-G7 

BLASTX 

gl684857 

572 

4 .0e-59 

116 

39 

(U77940) polyubiquitin [Phaseolus vulgaris] 
220816 

LIB314 9-064-Q1-K1-G9 

BLASTX 

g4455174 

189 

3.0e-14 

52 
62 

(AL035521) putative protein [Arabidopsis thaliana] 
220817 

LIB314 9-064-Q1-K1-H10 

BLASTX 

g4406780 

543 

9.0e-56 

125 

78 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



31151 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220818 

LIB314 9-064-Q1-K1-H11 

BLASTX 

g4406780 

141 

3.0e-09 

52 

58 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

220819 

LIB314 9-064-Q1-K1-H12 

BLASTX 

g2507222 

404 

2.0e-39 

105 
69 

KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi_1709236 (U09505) 
kinase associated protein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220820 

LIB3165-001-Q1-K1-A11 

BLASTX 

g3914603 

734 

4.0e-78 

151 
89 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220821 

LIB3165-001-Q1-K1-A2 

BLASTX 

gl31385 

484 

7.0e-49 

122 

83 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



(33 KD 
(33 KD 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220822 

LIB3165-001-Q1-K1-A3 

BLASTX 

gl31397 

376 

3.0e-36 

133 
62 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR 



(OEE3) (16 KD 



31152 




SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>giJ755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220823 

LIB3165-001-Q1-K1-A6 

BLASTX 

g4406530 

423 

1.0e-41 

118 
75 

(AF126870) rubisco activase 



[Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220824 

LIB3165-001-Q1-K1-A7 

BLASTX 

gl00616 

294 

1.0e-26 

67 
84 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220825 

LIB3165-001-Q1-K1-A8 

BLASTX 

gl00616 

294 

1.0e-26 

67 
84 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220826 

LIB3165-001-Q1-K1-B12 

BLASTX 

gl352821 

729 

2.0e-77 

145 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31153 




precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220827 

LIB3165-001-Q1-K1-B2 

BLASTX 

g!36707 

443 

4.0e-44 

123 

69 

CYTOCHROME B6-F COMPLEX IRON- SULFUR SUBUNIT PRECURSOR 

(RIESKE I RON- SULFUR PROTEIN) (RISP) >gi_280397__pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220828 

LIB3165-001-Q1-K1-B3 

BLASTX 

g3183088 

205 

4.0e-16 

70 
56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi__629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X7 9604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220829 

LIB3165-001-Q1-K1-B4 

BLASTX 

gl00454 

648 

4.0e-68 

138 

89 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220830 

LIB3165-001-Q1-K1-B5 

BLASTX 

gl352821 

593 

1.0e-61 

111 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31154 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220831 

LIB3165-001-Q1-K1-B7 

BLASTX 

g4126403 

503 

5.0e-51 

144 
64 

(AB011796) flavonol synthase [Citrus unshiu] 
220832 

LIB3165-001-Q1-K1-B9 

BLASTX 

gll72664 

265 

4 .0e-23 

56 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127 083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220833 

LIB3165-001-Q1-K1-C1 

BLASTX 

gl00196 

584 

1.0e-60 

127 

83 

chlorophyll a/b-binding protein (cab-11) 



- tomato 



220834 

LIB3165-001-Q1-K1-C10 

BLASTX 

g3600059 

354 

1.0e-33 

84 
79 

(AF080120) contains similarity to WB domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 14.83 and 23.03) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220835 

LIB3165-001-Q1-K1-C11 

BLASTN 

g4049332 

40 

4.0e-13 

64 
91 

Arabidopsis thaliana DNA chromosome 4, 



BAC clone F8B4 



31155 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220836 

LIB3165-001-Q1-K1-C2 

BLASTX 

gl20661 

547 

2.0e-56 

115 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



■Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



220837 

LIB3165-001-Q1-K1-C3 

BLASTX 

g4027897 

351 

2.0e-33 

72 
88 

(AF049353) alpha-expansin precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220838 

LIB3165-001-Q1-K1-C4 

BLASTX 

g4204267 

220 

8.0e-18 

131 

45 

(AC005223) 55585 [Arabidopsis thaliana] 
220839 

LIB3165-001-Q1-K1-C7 

BLASTX 

g266936 

432 

1.0e-42 

120 
76 

SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi 282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220840 

LIB3165-001-Q1-K1-C8 

BLASTX 

gl527191 

431 

1.0e-42 

97 
81 

(U67861) 1-aminocyclopropane-l-carboxylate oxidase 



31156 



[Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220841 

LIB3165-001-Q1-K1-C9 

BLASTX 

g4006858 

362 

2.0e-34 

95 
66 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220842 

LIB3165-001-Q1-K1-D10 

BLASTX 

g430947 

431 

1.0e-42 

105 
81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

220843 

LIB3165-001-Q1-K1-D11 

BLASTX 

g226263 

232 

1.0e-19 

43 
100 

chlorophyll a/b binding protein [Glycine max] 
220844 

LIB3165-001-Q1-K1-D12 

BLASTX 

gl532118 

241 

2.0e-20 

127 

45 

(U36268) beta-prime-adaptin [Homo sapiens] 
220845 

LIB3165-001-Q1-K1-D3 

BLASTX 

g!352821 

626 

2.0e-65 

117 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31157 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220846 

LIB3165-001-Q1-K1-D4 

BLASTX 

gl352821 

612 

8.0e-64 

114 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_J50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220847 

LIB3165-001-Q1-K1-D6 

BLASTX 

g2190992 

229 

6.0e-19 

79 
58 

(AF004358) 
tauschii] 



glutathione S-transf erase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220848 

LIB3165-001-Q1-K1-D7 

BLASTX 

g2754849 

209 

1.0e-17 

55 
89 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220849 

LIB3165-001-Q1-K1-E1 

BLASTX 

g3747111 

369 

3.0e-35 

114 

61 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220850 

LIB3165-001-Q1-K1-E10 

BLASTX 

g4406530 

409 

5.0e-40 

115 
75 - 

(AF126870) rubisco activase [Vigna radiata] 



31158 



Seq. No. 


220851 


Seq. ID 


LIB3165-001-Q1-K1-E11 


Method 


BLASTX 






BLAST score 


225 


E value 


2.0e-18 


Match length 


55 


% identity 


73 


NCBI Description 


(X95709) class I type 2 metallothionein [Cicer arietinum 


Seq. No. 


220852 


Seq. ID 


LIB3165-001-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


gloUoo 


BLAST score 


108 


E value 


3.0e-54 


Match length 


136 


% identity 


95 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


220853 


Seq. ID 


LIB3165-001-Q1-K1-E5 


Method 


BLASTX 


NLbl bi 


g oh z oUjI 


BLAST score 


159 


E value 


1.0e-10 


Match length 


63 


% identity 


56 


NCBI Description 


(AC005168) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220854 


Seq. ID 


LIB3165-001-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3790567 


BLAST score 


ion 


E value 


4.0e-13 


Match length 


115 


% identity 


33 


NCBI Description 


(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 




thaliana] 


Seq. No. 


220855 


Seq. ID 


LIB3165-001-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


637 


E value 


9.0e-67 


Match length 


120 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 220856 

Seq. ID LIB3165-001-Q1-K1-F1 



31159 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl66834 

307 

4.0e-28 

71 

79 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220857 

LIB3165-001-Q1-K1-F2 

BLASTX 

g557084 

159 

1.0e-10 

103 
3 

(L35601) ankyrin [Drosophila melanogaster] 

>gi_1092123_prf 2022340A ankyrin [Drosophila melanogaster] 

220858 

LIB3165-001-Q1-K1-F5 

BLASTX 

g441457 

591 

2.0e-61 

112 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220859 

LIB3165-001-Q1-K1-F9 

BLASTX 

g2496789 

500 

1.0e-50 

148 
68 

1-DE0XY-D-XYLUL0SE 5-PHOSPHATE REDUCTOISOMERASE (DXP 
REDUCTOI SOMERAS E ) >gi_l 00155 6__db j __BAA1 018 3_ (D64000) 
hypothetical protein [Synechocystis sp.] 

220860 

LIB3165-001-Q1-K1-G4 

BLASTX 

g2702281 

407 

5.0e-40 

101 
56 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220861 

LIB3165-001-Q1-K1-G5 



31160 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl354515 

303 

1.0e-27 

136 
53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220862 

LIB3165-001-Q1-K1-G7 

BLASTX 

g4512018 

614 

4.0e-64 

131 

84 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220863 

LIB3165-001-Q1-K1-G8 

BLASTX 

gl928981 

580 

4 .Oe-60 

123 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var, botrytis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220864 

LIB3165-001-Q1-K1-G9 

BLASTX 

gl31225 

390 

5.0e-52 

149 - . 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

220865 

LIB3165-001-Q1-K1-H1 

BLASTX 

gl66834 

378 

2.0e-36 

88 
80 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 



220866 



31161 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-001-Q1-K1-H10 

BLASTX 

g4406530 

360 

3.0e-34 

98 

76 

(AF126870) 



rubisco activase [Vigna radiata] 



220867 

LIB3165-001-Q1-K1-H11 

BLASTX 

g3914472 

291 

2.0e-26 

97 

62 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi 322764 pir S32021 photosystem II 10K protein - common 

tobacco >gi_22 669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 

tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220868 

LIB3165-001-Q1-K1-H2 

BLASTX 

gl25578 

444 

4.0e-44 

116 

74 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE ) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

220869 

LIB3165-001-Q1-K1-H4 

BLASTX 

g400890 

229 

5.0e-19 

110 
48 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

220870 

LIB3165-002-Q1-K1-A1 

BLASTX 

g4406530 

347 

8.0e-33 

92 
77 



31162 



NCBI Description (AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220871 

LIB3165-002-Q1-K1-A10 

BLASTX 

g3901268 

224 

2.0e-18 

132 
35 

(AF060173) SV2 related protein 



[Rattus norvegicus] 



220872 

LIB3165-002-Q1-K1-A12 

BLASTX 

g505482 

457 

1.0e-45 

114 

82 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 

220873 

LIB3165-002-Q1-K1-A3 

BLASTX 

g4210948 

495 

4.0e-50 

99 

93 

(AF085275) DnaJ protein [Hevea brasiliensis] 
220874 

LIB3165-002-Q1-K1-A4 

BLASTX 

g3869088 

574 

2.0e-59 

110 

99 

(AB019427) elongation factor- 1 alpha [Nicotiana paniculata] 
220875 

LIB3165-002-Q1-K1-A8 

BLAST N 

g4519194 

41 

1.0e-13 

193 
80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17 , complete sequence 



Seq. No. 
Seq. ID 
Method 



220876 

LIB3165-002-Q1-K1-A9 
BLASTX 



31163 



NCBI GI 


g3738261 


hs-LAbi score 


D Dj 


E value 


4.0e-58 


Match length 


130 


% identity 


86 


NCBI Description 


(AB018412) chloroplast phosphoglycerate 




nigra] 


Seq. No. 


220877 


Seq. ID 


LIB3165-002-Q1-K1-B11 


Method 


BLASTX 


NCBI CjI 


~a ci no a 

g4oiuo4D 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


53 


% identity 


53 


NCBI Description 


(AC006921) unknown protein [Arabidopsis 


Seq. No. 


220878 


Seq. ID 


LIB3165-002-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


z j y 


E value 


4.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF118230) metallothionein-like protein 




hirsutum] 


Seq. No. 


220879 


Seq. ID 


LIB3165-002-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


zoi 


E value 


2.0e-21 


Match length 


121 


% identity 


46 


NCBI Description 


(AL021811) H+-transporting ATP synthase 




protein [Arabidopsis thaliana] 


Seq. No. 


220880 


Seq. ID 


LIB3165-002-Q1-K1-B6 


Method 


BLASTX 


NCBI CjI 


gz / ojUoI 


BLAST score 


455 


E value 


2.0e-45 


Match length 


128 


% identity 


71 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


220881 


Seq. ID 


LIB3165-002-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4185515 


BLAST score 


441 


E value 


8.0e-44 


Match length 


104 



- like 



31164 



% identity 

NCBI Description 



78 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] 



beq. no. 




Seq. ID 


LIB3165-002-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2244905 


BLAST score 


364 


E value 


8.0e-35 


Match length 


121 


% identity 


57 


NCBI Description 


(Z97339) indole-3-acetate beta-glucosyltrans 




[Arabidopsis thaliana] 


Seq. No. 


220883 


Seq. ID 


LIB3165-002-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3643192 


BLAST score 


268 


E value 


1.0e-23 


Match length 


122 


% identity 


51 


NCBI Description 


(AF087435) unknown [Arabidopsis thaliana] 


Seq. No. 


220884 


Seq. ID 


LIB3165-002-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


682 


E value 


4 .Oe-72 


Match length 


128 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Go 




hirsutum] 


Seq. No. 


o o r\ o o c 

220885 


Seq. ID 


LIB3165-002-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


609 


E value 


2.0e-63 


Match length 


122 


% identity 


94 


NCBI Description 


(Y10380) homologous to plastidic aldolases [ 




tuberosum] 


Seq. No. 


220886 


Seq. ID 


LIB3165-002-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


654 


E value 


8.0e-69 


Match length 


129 


% identity 


57 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 



31165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220887 

LIB3165-002-Q1-K1-C12 

BLASTX 

g68200 

528 

5.0e-54 

131 

82 

fructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi_22633_emb_CAA47293_ 



precursor, 
(X66814) 



fructose-bisphosphate aldolase [Spinacia oleracea] 
220888 

LIB3165-002-Q1-K1-C3 

BLASTX 

g505482 

209 

1.0e-23 

102 
69 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 

220889 

LIB3165-002-Q1-K1-C6 

BLASTX 

gl750404 

209 

1.0e-16 

56 

62 

(U80953) Similar to 40S ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
ykl07e8.3; 

220890 

LIB3165-002-Q1-K1-C8 

BLASTX 

g418854 

538 

3.0e-55 

109 
18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



220891 

LIB3165-002-Q1-K1-D1 

BLASTX 

gl352821 

570 

6.0e-59 
108 



31166 



% identity 

NCBI Description 



97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT} >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 5 0505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


220892 


Seq. ID 


LIB3165-002-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


6.0e-09 


Match length 


33 


-6 identity 


0 0 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


220893 


Seq. ID 


LIB3165-002-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4263710 


BLAST score 


364 


E value 


8.0e-35 


Match length 


74 


% identity 


59 


NCBI Description 


(AC006223) putative pur-alpha transcriptional 




protein [Arabidopsis thaliana] 


Seq. No. 


220894 


Seq. ID 


LIB3165-002-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


512 


E value 


4.0e-52 


Match length 


102 


% identity 


90 


NCBI Description 


MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 




>gi 1085960 pir S52648 INOl protein - Citrus 




>gi_602565_emb_CAA83565__ (Z32632) INOl [Citru 


Seq. No. 


220895 


Seq. ID 


LIB3165-002-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3157952 


BLAST score 


245 


E value 


8.0e-21 


Match length 


100 


% identity 


55 


NCBI Description 


(AC002131) F12F1.11 [Arabidopsis thaliana] 


Seq. No. 


220896 


Seq. ID 


LIB3165-002-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl655536 


BLAST score 


256 


E value 


4.0e-22 


Match length 


88 



31167 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

220897 

LIB3165-002-Q1-K1-D6 

BLASTX 

gl352821 

553 

6.0e-57 

105 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


220898 


Seq. ID 


LIB3165-002-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2618686 


BLAST score 


209 


E value 


1.0e-16 


Match length 


118 


% identity 


42 


NCBI Description 


(AC002510) hypothetical protein 


Seq. No. 


220899 


Seq. ID 


LIB3165-002-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


624 


E value 


3.0e-65 


Match length 


125 


% identity 


94 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


(ALDP) >gi_218155_dbj_BAA02730__ 




aldolase [Oryza sativa] 


Seq. No. 


220900 


Seq. ID 


LIB3165-002-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2493694 


BLAST score 


316 


E value 


4.0e-29 


Match length 


126 


% identity 


56 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_107 62 68_pir S53025 photosystera II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 

220901 

LIB3165-002-Q1-K1-E3 
BLASTX 



31168 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3426043 
436 

3.0e-43 

135 

66 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
220902 

LIB3165-002-Q1-K1-E4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2511691 

274 

3.0e-24 

80 

69 

(Z99953) cysteine 



proteinase precursor 



[Phaseolus vulgaris] 



220903 

LIB3165-002-Q1-K1-E5 

BLASTX 

g2764574 

302 

2.0e-27 

128 
52 

(AJ001003) pore protein of 24 kD (OEP24) [Pisum sativum] 
220904 

LIB3165-002-Q1-K1-E7 

BLASTX 

g2765081 

455 

2.0e-45 

128 
71 

(Y10557) g5bf [Arabidopsis thaliana] 
220905 

LIB3165-002-Q1-K1-E8 

BLASTX 

g4406530 

349 

5.0e-33 

93 
76 

(AF12 6870) rubisco activase [Vigna radiata] 
220906 

LIB3165-002-Q1-K1-F1 

BLASTX 

g3355486 

494 

5.0e-50 

131 

72 

(AC004218) unknown protein [Arabidopsis thaliana] 



31169 



Seq. No. 


220907 


Seq. ID 


LIB3165-002-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


™0 Z'" O "7 /" C O 

gooo Ibol 


BLAST score 


537 


E value 


1.0e-62 


Match length 


129 


% identity 


95 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerata] 


Seq. No. 


220908 


Seq. ID 


LIB3165-002-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


220909 


Seq. ID 


LIB3165-002-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl4 95251 


BLAST score 


244 


E value 


9.0e-21 


Match length 


126 


% identity 


44 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


220910 


Seq. ID 


LIB3165-002-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2505872 


BLAST score 


144 


E value 


5.0e-09 


Match length 


63 


% identity 


52 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220911 


Seq. ID 


LIB3165-002-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


450 


E value 


7.0e-45 


Match length 


110 


% identity 


70 


NCBI Description 


(AF068332) submergence induced protein 2A [Oryza sativa] 



Seq. No. 220912 

Seq. ID LIB3165-002-Q1-K1-F5 

Method BLASTX 

NCBI GI g3694811 

BLAST score 434 

E value 4.0e-43 

Match length 109 



31170 



% .identity 

NCBI Description 



76 

(AFO 60481) p-hydroxyphenylpyruvate dioxygenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220913 

LIB3165-002-Q1-K1-F6 

BLASTX 

g289920 

601 

1.0e-62 

115 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

220914 

LIB3165-002-Q1-K1-F7 

BLASTX 

g4096662 

569 

8.0e-59 

111 

98 

(U35026) Rabl-like small GTP-binding protein [Petunia x 
hybrida] 

220915 

LIB3165-002-Q1-K1-G1 

BLASTX 

gl352821 

398 

8.0e-39 

75 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_einb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

220916 

LIB3165-002-Q1-K1-G10 

BLASTX 

gl657948 

468 

5.0e-47 

103 
87 

(U73466) MipC [Mesembryanthemum crystallinum] 
220917 

LIB3165-002-Q1-K1-G12 

BLASTN 

gl399549 

41 

8.0e-14 

61 



33:171 



# 



% identity 

NCBI Description 



92 

Anemone trifolia nuclear 26S ribosomal RNA gene, partial 
sequence 



beq. JMo. 


OOAQ1 Q 


Seq. ID 


LIB3165-002-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2160185 


BLAST score 


298 


E value 


5.0e-27 


Match length 


90 


% identity 


61 


NCBI Description 


(AC000132) Similar to S. pombe ISP4 (gb_D83992 




[Arabidopsis thaliana] 


Seq. No. 


220919 


Seq. ID 


LIB3165-002-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


167 


E value 


8.0e-12 


Match length 


59 


% identity 


57 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea 


Seq. No. 


220920 


Seq. ID 


LIB3165-002-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3065814 


BLAST score 


250 


E value 


2.0e-21 


Match length 


124 


% identity 


46 


NCBI Description 


(AF058714) sodium-dicarboxylate cotransporter 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



norvegicus] >gi_3168585_dbj_BAA28609_ (AB001321) 
sodium-dependent dicarboxylate transporter [Rattus 
norvegicus] 

220921 

LIB3165-002-Q1-K1-G7 

BLASTX 

g!170897 

483 

1.0e-48 

113 
84 

MALATE DEHYDROGENASE , GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

220922 

LIB3165-002-Q1-K1-G8 

BLASTX 

gll68408 

638 

6.0e-67 



31172 



Match length 135 
% identity 92 

NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 fructose-bisphosphate aldolase (EC 

4.1,2.13) - garden pea >gi_927507_eirib_CAA61946_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


220923 


Seq. ID 


LIB3165-002-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


518 


E value 


7.0e-53 


Match length 


133 


% identity 


77 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No. 


220924 


Seq. ID 


LIB3165-002-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


507 


E value 


1.0e-51 


Match length 


126 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


220925 


Seq. ID 


LIB3165-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2661021 


BLAST score 


593 


E value 


1.0e-61 


Match length 


113 


% identity 


96 


NCBI Description 


(AF035255) catalase [Glycine max] 


Seq. No. 


220926 


Seq. ID 


LIB3165-002-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


235 


E value 


1.0e-19 


Match length 


65 


% identity 


69 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220927 


Seq. ID 


LIB3165-002-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


285 


E value 


1.0e-25 


Match length 


125 


% identity 


46 


NCBI Description 


(AB013447) aluminum- induced [Brassica napus] 



31173 



€1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220928 

LIB3165-002-Q1-K1-H4 

BLASTX 

g4455356 

207 

2.0e-16 

98 

41 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220929 

LIB3165-002-Q1-K1-H5 

BLASTX 

g!66834 

281 

3.0e-25 

65 

78 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220930 

LIB3165-002-Q1-K1-H6 

BLASTX • 

gl20658 

424 

8.0e-42 
114 

75 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66025_pir DEPMNA 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
garden pea >gi_12159_emb_CAA36396_ (X52148) GAPA [Pisum 
sativum] 



Seq. No. 


220931 


Seq. ID 


LIB3165-002 


Method 


BLASTX 


NCBI GI 


g4490321 


BLAST score 


428 


E value 


3.0e-42 


Match length 


95 


% identity 


87 


NCBI Description 


(AJ011604) j 


Seq. No. 


220932 


Seq. ID 


LIB3165-002 


Method 


BLASTX 


NCBI GI 


gl345698 


BLAST score 


637 


E value 


8.0e-67 


Match length 


126 


% identity 


94 


NCBI Description 


CHLOROPHYLL 



(CAB-151) (LHCP) >gi_99601_pir_ 



OF LHCII TYPE II PRECURSOR 
S20917 chlorophyll 



31174 



a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220933 

LIB3165-003-P1-K1-A1 

BLASTX 

g!703129 

471 

2.0e-47 

91 

96 

ACT IN 11 >gi_2129522_pir S68109 actin 

thaliana >gi_1002533 (U27981) actin-11 
thaliana] 



11 - Arabidopsis 
[Arabidopsis 



220934 

LIB3165-003-P1-K1-A12 

BLASTX 

gl352821 

305 

3.0e-28 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase ~(EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


220935 


Seq. ID 


LIB3165-003- 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


321 


E value 


7.0e-30 


Match length 


82 


% identity 


70 


NCBI Description 


(AF083333) < 


Seq. No. 


220936 


Seq. ID 


LIB3165-003 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


150 


E value 


9.0e-10 


Match length 


89 


% identity 


40 


NCBI Description 


(AC005310) 


Seq. No. 


220937 


Seq. ID 


LIB3165-003 


Method 


BLASTX 


NCBI GI ' 


g3687237 


BLAST score 


246 


E value 


4.0e-24 


Match length 


113 



■P1-K1-A3 



[Medicago sativa] 



31175 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

220938 

LIB3165-003-P1-K1-A6 

BLASTX 

g68200 

282 

3*0e-25 

62 
92 

fructose-bisphosphate aldolase (EC 4*1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Qorr No 


220939 


Seq. ID 


LIB31 65-00 3-P1-K1-A7 


Mpfh nH 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


188 


F, vfl 1 np 


1 . 0e-102 


M^t*p"h IPTirrth 

1. -LCI L- 11 ±C1J.U Lil 


212 


% identity 


98 


NCBI Description 


Citrus limon cistron for 26S ribosomal 




220940 


Seq. ID 


LIB3165-003-P1-K1-A9 


Method 


BLASTX 


IMVJJI U 1 


a228403 


BLAST score 


527 


E value 


6. Oe-54 


Match length 


120 


% identity 


85 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


220941 


Seq. ID 


LIB3165-003-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g441457 


BLAST score 


624 


E value 


3.0e-65 


Match length 


118 


% identity 


97 


NCBI Description 


(X73419) ubiquitin conjugating enzyme 




esculentum] 


Seq. No. 


220942 


Seq. ID 


LIB3165-003-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


311 


E value 


7.0e-29 


Match length 


61 


% identity 


98 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 



31176 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypiura hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220943 

LIB3165-003-P1-K1-B3 

BLASTX 

g462187 

634 

2.0e-66 

125 

96 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi__169158 (M8764 9) 
serine hydroxymethyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220944 

LIB3165-003-P1-K1-B6 

BLASTX 

g70644 

547 

3.0e-56 

113 
19 

ubiquitin precursor - 



common sunflower (fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220945 

LIB3165-003-P1-K1-B7 

BLASTX 

gll5813 

377 

2.0e-36 

109 
69 

CHLOROPHYLL 
(CAB- 8) >gi 
chlorophyll 



A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
19182_emb_CAA33330_ (X15258) Type III 
a/b-bindi-ng protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



220946 

LIB3165-003-P1-K1-C1 

BLASTX 

gl31393 

292 

2.0e-26 

61 

92 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb__CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 

220947 

LIB3165-003-P1-K1-C10 



31177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063392 

338 

8.0e-32 

98 
72 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
220948 

LIB3165-003-P1-K1-C12 

BLASTX 

gl36707 

222 

2.0e-18 

65 
68 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397 j?ir S2 61< 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

220949 

LIB3165-003-P1-K1-C3 

BLASTX 

g3288821 

416 

6.0e-41 

101 

79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220950 

LIB3165-003-P1-K1-C4 

BLASTX 

g3033513 

220 

2.0e-21 

92 
66 

(AF041068) rubisco activase [Phaseolus vulgaris] 
220951 

LIB3165-003-P1-K1-C6 

BLASTX 

g461501 

377 

1.0e-36 

81 
88 

FRUCTOSE-BISPHOSPHATE ALDOLASE 2, CHLOROPLAST 

>gi_418803_pir S29048 f ructose-bisphosphate aldolase (EC 

4.172.13) - garden pea (fragment) 



Seq. No. 



220952 



31178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-003-P1-K1-C7 
BLASTX 
g2864617 
360 

2.0e-34 

102 
75 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 

220953 

LIB3165-003-P1-K1-C9 

BLASTX 

gl66708 

186 

3.0e-14 

68 

54 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 



like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220954 

LIB3165-003-P1-K1-E1 

BLASTX 

gll68411 

396 

1.0e-38 

101 
81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
220955 

LIB3165-003-P1-K1-E2 

BLASTN 

gl8058 

212 

1.0e-116 

264 

96 

Citrus limon cistron for 2 6S ribosomal RNA 
220956 

LIB3165-003-P1-K1-E3 

BLASTX 

gll9932 

361 

1.0e-34 

96 

69 

FERREDOXIN I >gi_6574 9_pir FEFW1 ferredoxin [2Fe-2S] I 

Virginian pokeweed 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



220957 

LIB3165-003-P1-K1-E4 

BLASTX 

gl352821 

472 



31179 



E value 
Match length 
% identity 
NCBI Description 



2.0e-47 

96 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220958 

LIB3165-003-P1-K1-E6 

BLASTX 

g3913651 

324 

3.0e-30 

97 
65 

FERRE DOX IN — NAD P REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 


220959 


Seq. ID 


LIB3165-003-P1-K1-E8 


Mpthod 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


146 


"P 1 \ta 1 hp 

J_j v Cli. LLC 


3 . Oe-09 


i id ll>ii icily L.ii 


71 


& -j Hprii~ "i +■ v 


59 


NCBI Description 


(U72489) remorin [Solanum tuberosum] 


Seq. No. 


220960 


Seq. ID 


LIB3165-003-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl531758 


BLAST score 


223 


E value 


3.0e-18 


Match length 


45 


% identity 


89 


NCBI Description 


(X98772) AUX1 [Arabidopsis thaliana] >gi_ 




unknown protein [Arabidopsis thaliana] 


Seq. No. 


220961 


Seq. ID 


LIB3165-003-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


445 


E value 


3.0e-44 


Match length 


107 


% identity 


78 


NCBI Description 


(AF063901) alanine: glyoxylate aminotrans 




transaminase [Arabidopsis thaliana] 


Seq. No. 


220962 


Seq. ID 


LIB3165-003-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl362086 



31180 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



515 

1.0e-52 

106 
92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1,14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220963 

LIB3165-003-P1-K1-F4 

BLASTX 

gl20663 

472 

2.0e-47 

121 

74 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220964 

LIB3165-003-P1-K1-F5 

BLASTX 

g282995 

180 

3.0e-13 

85 
52 

seed protein B32E - barley (fragment) 

>gi_1345530_emb_CAA45538_ (X64254) B32E [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220965 

LIB3165-003-P1-K1-F8 

BLASTN 

g3298532 

44 

1.0e-15 

80 
89 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220966 

LIB3165-003-P1-K1-F9 

BLASTN 

g3108248 

287 

1.0e-160 

338 
96 



31181 



NCBI Description Gossypium barbadense clone pXP027 repetitive DNA sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220967 

LIB3165-003-P1-K1-G10 

BLASTX 

gl709651 

215 

1.0e-23 
114 

53 

PLASTOCYANIN A 
plastocyanin a 



PRECURSOR >gi__2117431_pir S58209 

precursor - black poplar 



>gi_929813 
nigra] 



emb CAA90564 (Z50185) plastocyanin a [Populus 



220968 

LIB3165-003-P1-K1-G11 

BLASTX 

g20729 

452 

4.0e-45 

124 
75 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



220969 

LIB3165-003-P1-K1-G6 

BLASTX 

g68200 

499 

1.0e-50 

123 

83 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633__emb_CAA472 93_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

220970 

LIB3165-003-P1-K1-H12 

BLASTX 

g4406530 

244 

1.0e-20 

54 

85 

(AF126870) rubisco activase [Vigna radiata] 
220971 

LIB3165-003-P1-K1-H5 

BLASTX 

g4006884 

139 

1.0e-08 

44 
68 

(Z99707) BELl-like homeo domain protein [Arabidopsis 
thaliana] 



31182 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220972 

LIB3165-004-P1-K1-A11 

BLASTX 

gl709825 ~ 

267 

2.0e-23 

126 
49 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 220973 

Seq. ID LIB3165-004-P1-K1-A12 

Method BLASTX 

NCBI GI gl588365 

BLAST score 171 

E value 3.0e-12 

Match length 82 

% identity 40 

NCBI Description signal peptidase : SUBUNIT=12kD [Homo sapiens] 

Seq. No. 220974 

SeqJ ID LIB3165-004-P1-K1-A6 

Method BLASTX 

NCBI GI gl781348 

BLAST score 151 

E value 4.0e-10 

Match length 42 

% identity 74 

NCBI Description (Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

Seq. No. 220975 

Seq. ID LIB3165-004-P1-K1-A7 

Method BLASTX 

NCBI GI g343369 

BLAST score 561 

E value 6.0e-5# 

Match length 108 

% identity 95 

NCBI Description (M27308) 44 kd photosystem II protein [Spinacia oleracea] 

Seq. No. 220976 

Seq. ID LIB3165-004-P1-K1-A8 

Method BLASTX 

NCBI GI g400890 

BLAST score 235 

E value 1.0e-19 

Match length 110 

% identity 45 



NCBI Description PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir_S26953 photosystem II 22K protein precursor 
- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



31183 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220977 

LIB3165-004-P1-K1-A9 

BLASTX 

gl617274 

514 

2.0e-52 

123 

75 

(Z72152) AMP-binding protein [Brassica napus] 
220978 

LIB3165-004-P1-K1-B1 

BLASTX 

gl345698 

640 

3.0e-67 

121 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025__ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220979 

LIB3165-004-P1-K1-B4 

BLASTX 

gl00196 

178 

1.0e-13 

46 
74 

chlorophyll a/b-binding protein (cab-11] 



- tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220980 

LIB3165-004-P1-K1-B5 

BLASTX 

gll70897 

558 

1.0e-57 

123 
89 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_107627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220981 

LIB3165-004-P1-K1-B6 

BLASTX 

g2677828 

286 

2.0e-30 

114 
60 

(U93166) cysteine protease 



[Prunus armeniaca] 



31184 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220982 

LIB3165-004-P1-K1-B8 

BLASTX 

g507275 

165 

2.0e-ll 

108 

35 

(L34159) NADPH:quinone oxidoreductase/zeta crystallin [Lama 
guanicoe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220983 

LIB3165-004-P1-K1-B9 

BLASTX 

g2501568 

157 

1.0e-10 

97 

38 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220984 

LIB3165-004-P1-K1-C1 

BLASTX 

g231688 

555 

5.0e-61 

127 
96 

CATALASE 
1.11.1.6 

subunit 



ISOZYME 2 >gi_99599_j?ir S174 93 catalase (EC 

- upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220985 

LIB31 65-004 -P1-K1-C10 

BLASTX 

g2970051 

380 

1.0e-36 

95 
74 

(AB012110) ARG10 [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220986 

LIB3165-004-P1-K1-C11 

BLASTX 

gl354515 

234 

1.0e-19 

125 
46 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



31185 



Seq. No. 


220987 


Seq. ID 


LIB3165-004-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl458245 


BLAST score 


252 


E value 


1.0e-21 


Match length 


1Z J 


% identity 


46 


NCBI Description 


(U64 834) coded for by C. elegans cDNA cml7al; coded for by 




C. elegans cDNA cm7gl; coded for by C. elegans cDNA 




CEMSE26F; similar to methyltransf erases [Caenorhabditis 




elegans] 


Seq. No. 


220988 


Seq. ID 


LIB3165-004-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


224 


E value 


2.0e-18 


Match length 


94 


% identity 


44 


NCBI Description 


PHOTOSYb ihM. 11 ZZ i\D h'KUJ. hlN irKhjUUKbUK 


>gi 282837 pir S26953 photosystem II 22K protein precursor 




- spinach >gi 21307 emb CAA48557 (X68552) 22kD-protein of 




PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 




photosystem II 22 kda polypeptide [spinach, Peptide, 274 




aa] [Spinacia oleracea] 


Seq. No. 


220989 


Seq. ID 


LIB3165-004-P1-K1-C4 


Method 


BLASTX 


XT/in T /"i T" 

NCBI GI 


O 1 OOI 1 (2 

golz 0 1 / b 


BLAST score 


316 


E value 


3.0e-29 


Match length 


86 


% identity 


65 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220990 


Seq. ID 


LIB3165-004-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


274 


E value 


3.0e-24 


Match length 


101 


% identity 


60 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi 67880 pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 




tobacco >gi_19785_emb_CAA45152__ (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


220991 


Seq. ID 


LIB3165-004-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


227 



31186 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-19 

94 

54 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

220992 

LIB3165-004-P1-K1-C8 

BLASTX 

g2984709 

426 

4.0e-42 

83 
98 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
220993 

LIB3165-004-P1-K1-C9 

BLASTN 

g2687434 

320 

1.0e-180 

375 
97 

Eucryphia lucida large' subunit 26S ribosomal RNA gene, 
partial sequence 

220994 

LIB3165^004-P1-K1-D1 

BLASTX 

g974782 

374 

5.0e-36 

78 

95 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220995 

LIB3165-004-P1-K1-D10 

BLASTX 

gl36636 

286 

1.0e-25 

56 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4 42594__pdb_lAAK__ Ubiquitin 
Conjugating Enzyme {E.G. 6.3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi__166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 



220996 



31187 



Seq. ID 


LIB3165-004-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


-qo a on ft /I 
gjz 4 Z / U 4 


BLAST score 


302 


E value 


1.0e-27 


Match length 


113 


% identity 


53 


NCBI Description 


(AC003040) hypothetical protein 


Seq. No. 


220997 


Seq. ID 


LIB3165-004-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


_1 -) /TO / I -I 

gllbo4 11 


BLAST score 


462 


E value 


2.0e-46 


Match length 


116 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, < 


Seq. No. 


220998 


Seq. ID 


LIB3165-004-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


512 


E value 


6.0e-55 


Match length 


124 


% identity 


90 " 


NCBI Description 


(Y10380) homologous to plastidic 




tuberosum] 


Seq. No. 


220999 


Seq. ID 


LIB31 65-004 -P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gll8564 


BLAST score 


622 


E value 


4.0e-65 


Match length 


125 


% identity 


94 



NCBI Description 



GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65 955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA327 64_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221000 

LIB3165-004-P1-K1-D7 

BLASTX 

g541951 

313 

7.0e-29 

63 
50 

SPCP2 protein - soybean >gi_310578 
[Glycine max] 



(L12258) nodulin-26 



31188 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221001 

LIB3165-004-P1-K1-E1 

BLASTX 

gl31397 

320 

1.0e-29 

120 

58 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221002 

LIB3165-004-P1-K1-E10 

BLASTX 

g289920 

616 

2.0e-64 

116 

98 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221003 

LIB3165-004-P1-K1-E11 

BLASTX 

g2493146 

396 

1.0e-38 

94 

56 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_75514 8 
(U13669) vacuolar HH — ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221004 

LIB3165-004-P1-K1-E2 

BLASTN 

gl8058 

211 

1.0e-115 

274 

94 

Citrus limon cistron 



for 2 6S ribosomal RNA 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221005 

LIB31 65-004 -P1-K1-E4 

BLASTN 

g2687437 

33 

2.0e-09 



31189 



Match length 

% identity 

NCBI Description 



90 
82 

Jepsonia parryi large subunit 26S ribosoxnal RNA gene, 
partial sequence 



Seq. No. 


221006 


Seq. ID 


LIB3165-004-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2623881 


BLAST score 


223 


E value 


3.0e-18 


Match length 


48 


% identity 


94 


NCBI Description 


(AF031318) catalase [Raphanus sativus] 


Seq. No. 


221007 


Seq. ID 


LIB3165-004-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g487046 


BLAST score 


304 


E value 


8.0e-28 


Match length 


118 


% identity 


55 


NCBI Description 


photosystem I chain II precursor - wood 



>gi_407769_dbj_BAA02871_ 
[Nicotiana sylvestris] 



(D13718) PSI-D1 precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI" Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221008 

LIB3165-004-P1-K1-F11 

BLASTX 

gl66834 

557 

5.0e-60 

127 

89 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

221009 

LIB3165-004-P1-K1-F12 

BLASTX 

g68200 

351 

3.0e-33 

93 

80 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221010 

LIB3165-004-P1-K1-F4 

BLASTX 

g2864617 

283 

2.0e-25 



31190 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



127 
48 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



like 



221011 

LIB3165-004-P1-K1-F6 

BLASTX 

g4106696 

264 

4.0e-23 

64 
81 

(AB021872) ribosome-sedimenting protein [Pisum sativum] 
221012 

LIB3165-004-P1-K1-F7 

BLASTX 

g2894306 

466 

8.0e-47 

121 

80 

(AJ223329) ubiquitin extension protein [Nicotiana tabacum] 
221013 

LIB3165-004-P1-K1-F8 

BLASTX 

gl053047 

506 

2.0e-51 

102 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi__1053051 (U38427) histone H3 
[Glycine max] 

221014 

LIB3165-004-P1-K1-G10 

BLASTX 

gll70897 

343 

1.0e-32 

82 
83 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_107 627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

221015 

LIB3165-004-P1-K1-G4 

BLASTX 

g4376650 

268 

1.0e-23 

81 



31191 



% identity 

NCBI Description 



59 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 



o e q . IN O . 


991 f)1 fs 

£ & -L U X O 


Seq. ID 


LIB3165-004-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


225 


E value 


1.0e-18 


Match length 


73 


% identity 


62 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 


Seq. No. 


221017 


Seq. ID 


LIB3165-004-P1-K1-G6 


Metnod 




NCBI GI 


gl31385 


BLAST score 


525 


E value 


1.0e-53 


Match length 


125 


% identity 


86 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 


SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 K] 




THYLAKOID MEMBRANE PROTEIN) 


Seq. No. 


001 n i q 
zzlUio 


Seq. ID 


LIB3165-004-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


456 


E value 


1.0e-45 


Match length 


108 


% identity 


81 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


221019 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g486827 


BLAST score 


236 


E value 


8.0e-20 


Match length 


104 


% identity 


60 


NCBI Description 


translation elongation factor Tu.B precursor, chloroplast • 




wood tobacco 


Seq. No. 


221020 


Seq. ID 


LIB3165-004-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


426 


E value 


4 .0e-42 


Match length 


95 


% identity 


87 


NCBI Description 


(Z49698) orf [Ricinus communis] 



Seq. No. 221021 



31192 



Seq. ID LIB3165-004-P1-K1-H1 

Method BLASTX 

NCBI GI gl256595 

BLAST score 283 

E value 2.0e-25 

Match length 87 

% identity 60 

NCBI Description (U38915) LytB [Synechocystis PCC6803] 

Seq. No. 221022 

Seq. ID LIB3165-004-P1-K1-H2 

Method BLASTX 

NCBI GI gll72664 

BLAST score 180 

E value 2.0e-13 

Match length 39 

% identity 90 



NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN} (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2 98482_bbs_127 083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221023 

LIB3165-004-P1-K1-H5 

BLASTX 

g3024127 

311 

3.0e-50 

119 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221024 

LIB3165-004-P1-K1-H9 

BLASTX 

g289920 

566 

2.0e-58 

103 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 221025 

Seq. ID LIB3165-005-P1-K1-A12 

Method BLASTX 

NCBI GI gl354515 

BLAST score 235 

E value 9.0e-20 

Match length 121 

% identity 47 



31193 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

221026 

LIB3165-005-P1-K1-A2 

BLASTN 

g2062691 

35 

3.0e-10 

35 
100 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



221027 

LIB3165-005-P1-K1-A4 

BLASTX 

g4106657 

315 

4.0e-31 

122 

60 

(AL035064) activator 1 subunit 
(Schizosaccharomyces pombe] 



(replication factor subunit) 



221028 

LIB3165-005-P1-K1-A5 

BLASTX 

g2505876 

349 

5.0e-33 

103 
66 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
221029 

LIB3165-005-P1-K1-A6 

BLASTX 

g3193285 

236 

5.0e-27 

115 

54 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
221030 

LIB3165-005-P1-K1-A8 

BLASTX 

gl00200 

243 

9.0e-21 

82 
61 

chlorophyll a/b-binding protein type I precursor - tomato 
221031 

LIB3165-005-P1-K1-A9 



31194 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501353 

243 

1.0e-20 

52 

90 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084440_pir S54300 

transketolase (EC 2.2.1.1} 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA8 6607__ (Z46646) transketolase 
[Craterostigma plantagineum] 

221032 

LIB3165-005-P1-K1-B10 

BLASTX 

g2764396 

476 

4.0e-51 

109 

90 

(AJ000004) starch branching enzyme II, SBE-II [Solanum 
tuberosum] 



221033 

LIB3165-005-P1-K1-B11 

BLASTX 

g3036945 

449 

6.0e-45 

104 
90 

(AB012637) light harvesting 
[Nicotiana sylvestris] 



chlorophyll a/b-binding protein 



221034 

LIB3165-005-P1-K1-B12 

BLASTX 

gl352821.. 

488 

2.0e-49 

94 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221035 

LIB3165-005-P1-K1-B3 

BLASTX 

g3023752 

298 

4.0e-27 

108 

59 

FERREDOXIN I PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 



31195 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221036 

LIB3165-005-P1-K1-B4 

BLASTX 

gl352821 

535 

7.0e-55 

102 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221037 

LIB3165-005-P1-K1-B5 

BLASTX 

gl352821 

563 

4.0e-58 

108 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 505 05_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



221038 

LIB3165-005-P1-K1-B6 

BLASTX 

g289920 

563 

3.0e-58 

104 
100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221039 

LIB3165-005-P1-K1-C10 

BLASTX 

g3785986 

162 

4.0e-ll 

78 
53 

(AC005560) RGA1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



221040 

LIB3165-005-P1-K1-C12 

BLASTX 

gl25578 

495 

4.0e-50 
128 



31196 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystal linum] 

221041 

LIB3165-005-P1-K1-C2 

BLASTX 

g3202030 

395 

2.0e-38 

126 

67 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 

221042 

LIB3165-005-P1-K1-C3 

BLASTX 

gl352821 

506 

2.0e-51 

96 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221043 

LIB3165-005-P1-K1-C4 

BLASTX 

g289920 

653 

1.0e-68 

122 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221044 

LIB3165-005-P1-K1-C7 

BLASTX 

g505482 

472 

2.0e-47 

117 

83 

(X6434 9) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221045 

LIB3165-005-P1-K1-C8 

BLASTX 

g289920 

577 



31197 



E value 
Match length 
% identity 
NCBI Description 



7.0e-60 

109 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


221046 


Seq. ID 


LIB3165-005-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


674 


E value 


4.0e-71 


Match length 


128 


% identity 


98 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gos 




hirsutum] 


Seq. No. 


221047 


Seq. ID 


LIB3165-005-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g!8058 


BLAST score 


305 


E value 


1.0e-171 


Match length 


344 


% identity 


97 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


221048 


Seq. ID 


LIB3165-005-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


593 


E value 


1.0e-61 


Match length 


112 


% identity 


97 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gos 




hirsutum] 


Seq. No. 


221049 


Seq. ID 


LIB3165-005-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


337 


E value 


1.0e-31 


Match length 


88 


% identity 


78 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221050 


Seq. ID 


LIB3165-005-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g!00616 


BLAST score 


437 


E value 


2.0e-43 


Match length 


117 


% identity 


68 


NCBI Description 


ribulose-bisphosphate carboxylase activase B 



31198 



barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 


221051 


Seq. ID 


LIB3165-005-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


552 


E value 


7.0e-57 


Match length 


126 


% identity 


82 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221052 


Seq. ID 


LIB3165-005-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


597 


E value 


4.0e-62 


Match length 


115 


% identity 


97 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Seq. No. 


221053 


Seq. ID 


LIB3165-005-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2687435 


BLAST score 


74 


E value 


6.0e-34 


Match length 


82 


% identity 


98 


NCBI Description 


Hamamelis virginiana large subunit 26S ribosomal RNA 




partial sequence 


Seq. No. 


221054 


Seq. ID 


LIB3165-005-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


365 


E value 


5.0e-35 


Match length 


75 


% identity 


96 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221055 

Seq. ID LIB3165-005-P1-K1-E11 

Method BLASTX 

NCBI GI g4406530 

BLAST score 330 

E value 8.0e-31 

Match length 90 



31199 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AF126870) rubisco activase [Vigna radiata] 
221056 

LIB3165-005-P1-K1-E6 

BLASTX 

g4539351 

166 

1.0e-ll 

59 
63 

(AL035539) putative protein [Arabidopsis thaliana] 
221057 

LIB3165-005-P1-K1-E8 

BLASTX 

gl00200 

419 

3.0e-41 

112 

73 

chlorophyll a/b-binding protein type I precursor - 



tomato 



221058 

LIB3165-005-P1-K1-E9 

BLASTX 

g267120 

189 

2.0e-14 

83 
54 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100 07 0_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

221059 

LIB3165-005-P1-K1-F1 

BLASTX 

g289920 

520 

2.0e-53 

95 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221060 

LIB3165-005-P1-K1-F10 

BLASTX 

g3869088 

639 

5.0e-67 

126 
98 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 



31200 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221061 

LIB3165-005-P1-K1-F12 

BLASTX 

gl352821 

516 

1.0e-52 

100 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221062 

LIB3165-005-P1-K1-F2 

BLASTX 

g289920 

447 

1.0e-44 

121 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221063 

LIB3165-005-P1-K1-F3 

BLASTX 

g417103 

355 

2.0e-56 

119 
99 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825__emb_CAA42 958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi__510911_emb_CAA5 6153_ (X79714) histone 
H3 [Lolium temulentum] >gi__14 35157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916 . 1__ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221064 

LIB3165-005-P1-K1-F4 

BLASTX 

g2760834 



31201 



BLAST score 502 
E value S.Oe-51 
Match length 127 
% identity 7 6 

NCBI Description (AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221065 

LIB3165-005-P1-K1-F5 

BLASTX 

g2827715 

335 

2.0e-31 

79 
84 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221066 

LIB3165-005-P1-K1-F6 

BLASTX 

gll68411 

358 

4.0e-34 
94 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 


221067 


Seq. ID 


LIB3165-005-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


370 


E value 


2.0e-35 


Match length 


101 


% identity 


67 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


221068 


Seq. ID 


LIB3165-005-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


538 


E value 


3.0e-55 


Match length 


106 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221069 

Seq. ID LIB3165-005-P1-K1-G2 

Method BLASTX 

NCBI GI gl353352 

BLAST score 322 



31202 



E value 


7.0e-30 


Match length 


87 


% identity 


75 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 


Seq. No. 


221070 


Seq. ID 


LIB3165-005-P1-K1-G4 


Method 


BLAST X 


NCBI GI 


g3075488 


BLAST score 


325 


E value 


3.0e-30 


Match length 


110 


% identity 


58 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa 


Seq. No. 


221071 


Seq. ID 


LIB3165-005-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


607 


E value 


3.0e-63 


Match length 


131 


% identity 


91 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


221072 


Seq. ID 


LIB3165-005-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g!168411 


BLAST score 


345 


E value 


8 .Oe-33 


Match length 


89 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


221073 


Seq^ ID 


LIB3165-005-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


324 


E value 


2.0e-30 


Match length 


63 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



221074 

LIB3165-005-P1-K1-H1 

BLASTX 

g2829916 

267 

2.0e-23 

55 



31203 



% identity 


85 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis thaliana' 


Seq. No. 


221075 


Seq. ID 


LIB3165-005-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2811025 


BLAST score 


Q1 Q 
Jib 


E value 


2.0e-29 


Match length 


98 


% identity 


67 


NCBI Description 


ASPARTIC PROTEINASE PRECURSOR >gi_194 4181_dbj_BAJ 




(AB002 695) aspartic endopeptidase [Cucurbita pep< 


Seq. No. 


221076 


Seq. ID 


LIB3165-005-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g44uDOou 


BLAST score 


306 


E value 


5.0e-28 


Match length 


85 


% identity 


74 


NCBI Description 


(AF12 6870) rubisco activase [Vigna radiata] 


Seq. No. 


221077 


Seq. ID 


LIB3165-005-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3738295 


BLAST score 


282 


E value 


3.0e-25 


Match length 


119 


% identity 


54 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana^ 


Seq. No. 


221078 


Seq. ID 


LIB3165-005-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


416 


E value 


6.0e-41 


Match length 


83 


% identity 


96 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis ] 


Seq. No. 


221079 


Seq. ID 


LIB31 65-00 5-P1-K1-H6 


Method 


BLASTX 


'hTO'DT C T 

NCBI bi 


goolu4 / 


BLAST score 


364 


E value 


4.0e-35 


Match length 


93 


% identity 


76 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


221080 


Seq. ID 


LIB3165-005-P1-K1-H7 


Method 


BLASTX 



31204 





goioo4 / o 


BLAST score 


547 


E value 


3.0e-56 


Match length 


120 


% identity 


87 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


221081 


Seq. ID 


LIB3165-006-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl084372 


nh£\.o i score 


c *5 n 

DO / 


E value 


7.0e-67 


Match length 


126 


% identity 


96 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) 




1.2.1.9} - garden pea 


Seq. No. 


221082 


Seq. ID 


LIB3165-006-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2239089 


BLAST score 


223 


E value 


3.0e-18 


Match length 


lUo 


% identity 


40 


NCBI Description 


(Z84386) anthranilate N-hydroxycinnamoyl /benzoyl 




[Dianthus caryophyllus] >gi_3288180 emb CAB11466 




anthranilate N-hydroxycinnamoyl/benzoyltrans f era 




[Dianthus caryophyllus] 


Seq. No. 


221083 


Seq. ID 


LIB3165-006-P1-K1-A12 


Method 


BLASTX 




«Qooonoi 
gooozu o 1 


BLAST score 


579 


E value 


^.0e-60 


Match length 


120 


% identity 


37 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


221084 


Seq. ID 


LIB3165-006-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


196 


E value 


3.0e-15 


Match length 


53 


% identity 


74 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 


Seq. No. 


221085 


Seq. ID 


LIB3165-006-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


415 



{EC 



(Z98758] 



31205 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-41 

116 
70 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE I RON -SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221086 

LIB3165-006-P1-K1-B11 

BLASTX 

g!15765 

394 

2.0e-38 

92 
77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 


221087 


Seq. ID 


LIB3165-006-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


280 


E value 


5.0e-25 


Match length 


101 


% identity 


61 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221088 


Seq. ID 


LIB3165-006-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl657617 


BLAST score 


334 


E value 


3.0e-31 


Match length 


82 


% identity 


77 


NCBI Description 


(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236 




putative nuclear DNA-binding protein G2p [Arabidopsis 




thaliana] 


Seq. No. 


221089 


Seq. ID 


LIB3165-006-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


215 


E value 


2.0e-17 


Match length 


110 


% identity 


46 



31206 



II 



NCBI Description (AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



Seq. No. 


221090 


Seq. ID 


LIB3165-006-P1-K1-B4 






NCBI GI 


gl928981 


BLAST score 


485 


E value 


5.0e-49 


Match length 


107 


% identity 


89 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26 




oleracea var. botrytis] 


Seq. No. 


221091 


Seq. ID 


LlDJiO J UllD rl J\l DO 


Method 


BLASTX 


NCBI GI 


g2529342 


BLAST score 


237 


E value 


1.0e-22 


Match length 


100 


% identity 


58 


NCBI Description 


(L76554) transketolase [Spinacia oleracea] 


Seq. No. 


221092 


Seq. ID 


LIB3165-006-P1-K1-C1 


ixie tnou 


BLAb T X 


NCBI GI 


g4406814 


BLAST score 


303 


E value 


1.0e-27 


Match length 


75 


% identity 


77 


NCBI Description 


(AC006201) putative peptidyl-prolyl isomerase 




thaliana] 


Seq. No. 


221093 


Seq. ID 


LIB3165-006-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl21080 


BLAST score 


496 


E value 


3.0e-50 


Match length 


115 


% identity 


83 


NCBI Description 


GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb__CAA45978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 

221094 

LIB3165-006-P1-K1-C11 

BLASTN 

g602358 

35 

3.0e-10 

75 



31207 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

P. sativum mRNA for type II chlorophyll a/b binding protein 
221095 

LIB31 65-00 6-P1-K1-C2 

BLASTX 

g2911085 

328 

1.0e-30 

118 
62 

(AL021960) photosystem II oxygen-evolving complex protein 2 

- like [Arabidopsis thaliana] >gi_34027 48_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 2 

- like [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221096 

LIB3165-006-P1-K1-C6 

BLASTX 

gll5765 

248 

3.0e-21 

74 
66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 


221097 


Seq. ID 


LIB3165-006-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


565 


E value 


2.0e-58 


Match length 


118 


% identity 


88 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


221098 


Seq. ID 


LIB3165-006-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


528 


E value 


5.0e-54 


Match length 


123 


% identity 


49 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 




(CAB-7) >gi_100201__pir S07408 chlorophyll a/b-binding 




protein type II (cab-7) - tomato >gi 19180 emb CAA32197 




(X14036) chlorophyll a/b-binding protein [Lycopersicon 



esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 
protein [Lycopersicon esculentum] >gi_22 654 6_prf 1601518A 



31208 



chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221099 

LIB3165-006-P1-K1-D3 

BLASTX 

g!172664 

190 

2.0e-14 

41 
90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_JL68173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221100 

LIB3165-006-P1-K1-D4 

BLASTN 

g4545261 

331 

0. 0e+00 

375 

97 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221101 

LIB3165-006-P1-K1-D6 

BLASTX 

g3894183 

168 

7.0e-12 

107 
39 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221102 

LIB3165-006-P1-K1-D7 

BLASTX 

gl709651 

364 

6.0e-35 

97 

71 

PLASTOCYANIN A PRECURSOR >gi_21174 31_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221103 

LIB3165-006-P1-K1-E10 

BLASTX 

gl362086 



31209 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



632 

3.0e-66 

122 
97 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221104 

LIB3165-006-P1-K1-E11 

BLASTX 

g549063 

321 

8.0e-30 

102 
63 

T RAN S L AT I ON AL L Y CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64__pir A38 958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj JBAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


221105 


Seq. ID 


LIB3165-006-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


385 


E value 


2.0e-37 


Match length 


119 


% identity 


64 


NCBI Description 


(Z99953) cysteine prot 


Seq. No. 


221106 


Seq. ID 


LIB3165-006-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


610 


E value 


1.0e-63 


Match length 


126 


% identity 


92 


NCBI Description 


(M55449) ribulose 1,5- 




[ Horde um vulgare] 


Seq. No. 


221107 


Seq. ID 


LIB31 65-00 6-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


292 


E value 


2.0e-26 


Match length 


92 


% identity 


72 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


221108 



[Phaseolus vulgaris] 



31210 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K1-E8 

BLASTX 

g3914136 

240 

3.0e-20 

107 
45 

NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221109 

LIB3165-006-P1-K1-E9 

BLASTX 

gl619602 

314 

5.0e-29 

90 

61 

(Y08726) MtN3 [Medicago truncatula] 
221110 

LIB3165-006-P1-K1-F1 

BLASTX 

g3928543 

387 

2.0e-37 

103 

66 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221111 

LIB3165-006-P1-K1-F12 

BLASTX 

gl352821 

468 

5.0e-47 

91 

99 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE SMALL 
SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi 4 50505 emb 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 
CAA38026 (X54091) 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 
221112 

LIB3165-006-P1-K1-F2 

BLASTX 

g3928089 

358 

4.0e-34 

116 
65 

(AC005770) putative osr40 [Arabidopsis thaliana] 



Seq. No. 



221113 



31211 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K1-F4 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221114 


Seq. ID 


LIB3165-006-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl771778 


BLAST score 


551 


E value 


9.0e-57 


Match length 


127 


% identity 


79 


NCBI Description 


(X99320) 23 kDa oxygen evolving protein of photosystem 




[Solanum tuberosum] 


Seq v No. 


221115 


Seq. ID 


LIB3 1 65-00 6-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


311 


E value 


1.0e-28 


Match length 


85 


% identity 


75 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221116 


Seq. ID 


LIB3165-006-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


67 


% identity 


54 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi_67 880_pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 




tobacco >gi_197 85_emb__CAA4 5152_ (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


221117 


Seq. ID 


LIB3165-006-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


328 


E value 


1.0e-30 


Match length 


98 


% identity 


66 


NCBI Description 


(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reduct 



31212 



CI 



1 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221118 

LIB3165-006-P1-K1-G12 

BLASTX 

g231610 

274 

3.0e-24 

101 
60 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221119 

LIB3165-006-P1-K1-G4 

BLASTX 

gl00203 

361 

2.0e-34 

91 

77 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA784 03_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221120 

LIB3165-006-P1-K1-G5 

BLASTX 

g445116 

571 

4 ,0e-59 

122 
89 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221121 

LIB3165-006-P1-K1-G6 

BLASTX 

g430947 

589 

3.0e-61 

123 
88 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221122 

LIB3165-006-P1-K1-G7 

BLASTX 

g3033513 

380 

1.0e-36 

109 
70 



31213 



o 



NCBI Description (AF041068) rubisco activase [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221123 

LIB3165-006-P1-K1-G8 

BLASTX 

g585322 

151 

7.0e-10 

58 

45 

INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE) 

(PPASE) >gi_539751_pir A45153 inorganic pyrophosphatase 

(EC 3.6.1.1) - bovine 



Seq. No. 


221124 




Seq. ID 


LIB3165-006 


-Pl-Kl-Hl 


Method 


BLASTX 




NCBI GI 


g4512667 




BLAST score 


550 




E value 


1 . Oe-56 




Match length 


127 




% identity 


79 




NCBI Description 


(AC006931) 


putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


221125 




Seq. ID 


LIB3165-006 


-P1-K1-H11 


Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


317 




E value 


3 . Oe-29 




Match length 


109 




% identity 


62 




NCBI Description 


(AF126870) 


rubisco activase [Vigna radiata] 


Seq. No. 


221126 




Seq. ID 


LIB3165-006 


-P1-K1-H3 


.Method 


BLASTX 




NCBI GI 


g3582333 




BLAST score 


466 




E value 


9.0e-47 




Match length 


119 




% identity 


76 




NCBI Description 


(AC005496) 


hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221127 




Seq. ID 


LIB3165-006 


-P1-K1-H5 


Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


468 




E value 


6.0e-47 




Match length 


91 




% identity 


99 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_errtb__CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221128 

LIB3165-006-P1-K1-H6 

BLASTX 

gl31385 

512 

3.0e-52 

128 

81 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



(33 KD 
(33 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221129 

LIB3165-006-P1-K1-H8 

BLASTX 

g2244811 

226 

1.0e-18 

107 

56 

(Z97336) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221130 

LIB3165-006-P1-K1-H9 

BLASTX 

gl00200 

345 

1.0e-32 

98 
68 

chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221131 

LIB3165-006-P1-K2-A10 

BLASTX 

gl084372 

741 

7.0e-7 9 

145 
97 

glyceraldehyde-3-phosphate dehydrogenase 
1.2.1.9) - garden pea 



(NADP+) (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221132 

LIB3165-006-P1-K2-A11 

BLASTX 

g2239089 

293 

3.0e-26 

137 

41 

(Z8438 6) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_328 8 18 0_emb_CABll 4 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221133 

LIB3165-006-P1-K2-A12 

BLASTX 

gl076708 

669 

2.0e-70 

138 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670__ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 


221134 




Seq. ID 


LIB3165-006-P1 


-K2-A3 


Method 


BLASTN 




NCBI GI 


gl498381 




BLAST score 


37 




E value 


7.0e-12 




Match length 


68 




% identity 


90 




NCBI Description 


Zea mays actin 


(Maz95) gene, 


Seq. No. 


221135 




Seq. ID 


LIB3165-006-P1 


-K2-A6 


Method 


BLASTX 




NCBI GI 


gl36707 




BLAST score 


651 




E value 


3.0e-68 




Match length 


162 




% identity 


75 




NCBI Description 


CYTOCHROME B6- 


F COMPLEX IRON 



partial cds 



(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_2803 97_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221136 

LIB3165-006-P1-K2-A9 

BLASTX 

gl21344 

259 

2.0e-22 

87 

57 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597__pir _AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221137 

LIB3165-006-P1-K2-B1 

BLASTX 

gl351208 

175 

6.0e-13 

61 
67 

T-COMPLEX PROTEIN 1, 
>gi_1046266 (U25632) 



BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 
CCT-2 [Caenorhabditis elegans] 



221138 

LIB3165-006-P1-K2-B11 

BLASTX 

gll5765 

809 

1.0e-86 

174 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22 654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221139 

LIB3165-006-P1-K2-B12 

BLASTX 

g3914605 

354 

4.0e-43 

156 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



221140 

LIB3165-006-P1-K2-B4 

BLASTX 

gl928981 

858 

2.0e-92 

189 

91 

(U92651) tonoplast intrinsic protein bobTIP26-l 
oleracea var. botrytis] 

221141 

LIB3165-006-P1-K2-B7 



[Brassica 



31217 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl657617 

600 

3.0e-62 

138 
82 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221142 

LIB31 65-00 6-P1-K2-B8 

BLASTX 

g3822036 

286 

2.0e-25 

157 

42 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
221143 

LIB3165-006-P1-K2-B9 

BLASTX 

g4406814 

303 

8.0e-43 

115 
79 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 

221144 

LIB31 65-00 6-P1-K2-C10 

BLASTX 

g542100 

723 

1.0e-76 

165 
84 

H-protein - Flaveria pringlei >gi_2147453_pir S60195 

H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi_4 37 993_emb_CAA81073__ (Z25854) H-protein [Flaveria 
cronquistii] >gi_437 999_emb_CAA81074_ (Z25855) H-protein 
[Flaveria pringlei] >giJ3688299_emb_CAB16912_ (Z99763) 
H-protein [Flaveria pringlei] 



221145 

LIB3165-006-P1-K2-C11 

BLASTX 

gll5765 

681 

9.0e-72 

153 

53 

CHLOROPHYLL A-B BINDING 
(CAB- 7) >gi_100201_pir_ 



PROTEIN OF LHCI TYPE II PRECURSOR 
S07408 chlorophyll a/b-binding 



protein type II (cab-7) - tomato >gi_19180_emb__CAA32197_ 
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II 



(X14 036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22 654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221146 

LIB3165-006-P1-K2-C7 

BLASTX 

gl31397 

441 

1.0e-43 

172 
57 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221147 

LIB3165-006-P1-K2-C8 

BLASTX 

gl352821 

304 

5.0e-28 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



221148 

LIB3165-006-P1-K2-D2 

BLASTX 

gll5765 

712 

2.0e-75 

162 

55 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201j?ir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_1918 0__emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi__170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf_ 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221149 

LIB3165-006-P1-K2-D4 
BLASTN 
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NCBI GI 


g4545261 


BLAST score 


1 CA 

lou 


E value 


8.0e-79 


Match length 


200 


% identity 


95 


NCBI Description 


Gossypium hirsutum metallothionein-like protein mRNA, 




complete cds 


Seq. No. 


221150 


Seq. ID 


LIB3165-006-P1-K2-D6 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


309 


E value 


4.0e-28 


Match length 


170 


% identity 


30 


NCBI Description 


(AC005662) calmodulin- like protein [Arabidopsis thaliana] 


Seq. No. 


221151 


Seq. ID 


LIB3165-006-P1-K2-D7 


Method 


BLASTX 


NCBI GI 


gl709651 


BLAST score 


"515 


E value 


3.0e-52 


Match length 


13z 


% identity 


73 


NCBI Description 


PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 




plastocyanin a precursor - black poplar 




>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 




nigra] 


Seq. No. 


221152 


Seq. ID 


LIB3165-006-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


960 


E value 


1.0e-104 


Match length 


188 


% identity 


96 


NCBI Description 


(Z49150) cobalamine-independent methionine synthase 




[Solenostemon scutellarioides ] 


Seq. No. 


221153 


Seq. ID 


LIB3165-006-P1-K2-E11 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


529 


E value 


5.0e-54 


Match length 


147 


% identity 


73 


NCBI Description 


(AF091455) translationally controlled tumor protein [Heve< 




brasiliensis ] 


Seq. No. 


221154 


Seq. ID 


LIB31 65-00 6-P1-K2-E2 


Method 


BLASTX 


NCBI GI 


g2511691 
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BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



737 

3.0e-78 

193 

73 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221155 

LIB31 65-00 6-P1-K2-E3 

BLASTX 

g266893 

523 

1.0e-53 

103 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi__322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Sea. No. 


221156 




Seq. ID 


LIB3165-006 


-P1-K2-E4 


Method 


BLASTX 




NCBI GI 


gll68411 




BLAST score 


635 




E value 


2.0e-66 




Match length 


157 




% identity 


82 




NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


221157 




Seq. ID 


LIB3165-006 


-P1-K2-E9 


Method 


BLASTX 




NCBI GI 


g3747111 




BLAST score 


197 




E value 


2.0e-15 




Match length 


67 




% identity 


54 




NCBI Description 


(AF095641) 


MTN3 homolog [Arabidopsis thaliana] 


Seq. No. 


221158 




Seq. ID 


LIB3165-006 


-P1-K2-F1 


Method 


BLASTX 




NCBI GI 


g3928543 




BLAST score 


534 




E value 


2.0e-54 




Match length 


166 




% identity 


57 




NCBI Description 


(AB016819) 


UDP-glucose glucosyltransf erase [Arabidopsis 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221159 

LIB3165-006-P1-K2-F10 

BLASTX 

g3894183 

314 

1.0e-28 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 
29 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
221160 

LIB3165-006-P1-K2-F12 

BLASTX 

g!352821 

858 

2.0e-92 

163 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221161 


Seq. ID 


LIB3165-006-P1-K2-F2 


Method 


BLASTX 


NCBI GI 


g3928089 


BLAST score 


358 


E value 


5.0e-34 


Match length 


116 


% identity 


65 


NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 


Seq. No. 


221162 


Seq. ID 


LIB3165-006-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


848 


E value 


3.0e-91 


Match length 


162 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221163 

LIB3165-006-P1-K2-F5 

BLASTX 

gl771778 

824 

2.0e-88 

183 

83 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 

221164 

LIB31 65-00 6-P1-K2-F9 

BLASTX 

g4406530 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



484 

1.0e-48 

132 
75 

(AF126870) rubisco activase [Vigna radiata] 
221165 

LIB3165-006-P1-K2-G11 

BLASTX 

g2935298 

415 

1.0e-40 

132 

64 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

221166 

LIB3165-006-P1-K2-G12 

BLASTX 

g231610 

489 

3.0e-49 

152 
68 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67 880__pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >giJL9785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221167 

LIB31 65-00 6-P1-K2-G3 

BLASTX 

g2511693 

481 

3.0e-48 

156 

63 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
221168 

LIB3165-006-P1-K2-G4 

BLASTX 

g2511691 

521 

4.0e-63 

154 
78 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 
221169 

LIB3165-006-P1-K2-G5 

BLASTX 

g445116 

947 

1.0e-103 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 
92 

light-harvesting complex Ila protein; [Hordeum vulgare] 
221170 

LIB31 65-00 6-P1-K2-G7 

BLASTX 

g4406530 

661 

2.0e-69 

162 

82 

(AF126870) rubisco activase [Vigna radiata] 
221171 

LIB31 65-00 6-P1-K2-G8 

BLASTX 

g585322 

283 

4.0e-25 

111 
51 

INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE) 

(PPASE) >gi_539751_pir A45153 inorganic pyrophosphatase 

(EC 3.6.1.1)- bovine 

221172 

LIB3165-006-P1-K2-H1 

BLASTX 

g4512667 

750 

7.0e-80 

176 
78 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
221173 

LIB3165-006-P1-K2-H10 

BLASTX 

g286001 

194 

1.0e-14 

149 
32 

(D13630) KIAA0005 [Homo sapiens] 
221174 

LIB31 65-00 6-P1-K2-H11 

BLASTX 

g3914605 

507 

3.0e-51 

155 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
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apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 

[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221175 

LIB3165-006-P1-K2-H2 

BLASTX 

g3482918 

146 

3.0e-18 

108 
59 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No* 


221176 


Seq. ID 


LIB31 65-00 6-P1-K2-H3 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


820 


E value 


5.0e-88 


Match length 


175 


% identity 


86 


NCBI Description 


(AC0054 96) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221177 


Seq. ID 


LIB3165-006-P1-K2-H5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


837 


E value 


5.0e-90 


Match length 


159 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221178 

LIB31 65-00 6-P1-K2-H6 

BLASTX 

gl00454 

603 

9.0e-63 

144 

84 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 221179 

Seq. ID LIB3165-006-P1-K2-H7 

Method BLASTX 

NCBI GI g4103635 

BLAST score 321 

E value . 2.0e-29 
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Match length 


142 


% identity 


50 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq. No. 


221180 


Seq. ID 


LIB3165-006-P1-K2-H8 


Method 


BLASTX 


NCBI GI 


gzz44oii 


BLAST score 


238 


E value 


6.0e-20 


Match length 


129 


% identity 


51 


NCBI Description 


(Z97336) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


221181 


Seq. ID 


LIB3165-006-P1-K2-H9 


Method 


BLASTX 


xinn T f~* T 

NCBI GI 


n A o a a 
glUUzOU 


BLAST score 


634 


E value 


3.0e-66 


Match length 


152 


% identity 


64 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomat 


Seq. No. 


221182 


Seq. ID 


LIB3165-006-P1-K3-A10 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


745 


E value 


4.0e-79 


Match length 


204 


% identity 


72 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACT I VASE 




PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 




ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 




apple tree >gi__4 1585 2_emb_CAA7 98 57 _ (Z21794) 




ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 




[Malus domestical 


Seq. No. 


221183 


Seq. ID 


LIB31 65-00 6-P1-K3-A11 


Method 


BLASTX 


NCBI GI 


gl21344 


BLAST score 


248 


E value 


3.0e-21 


Match length 


87 


% identity 


59 


NCBI Description 


GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 




( GLUTAMATE -AMMONIA LIGASE) (CHLOROPLAST GS2) 




>gi 68597 pir AJPMQ2 glutamate — ammonia ligase (EC 




6.3.1.2) delta precursor, chloroplast - garden pea 




>gi_169059 (M20664) glutamine synthetase (chloroplast GS 




(EC 6.3.1.2) [Pisum sativum] 


Seq. No. 


221184 


Seq. ID 


LIB31 65-00 6-P1-K3-A12 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl084372 
952 

1.0e-103 

208 
88 

glyceraldehyde-3-phosphate dehydrogenase 
1.2.1.9) - garden pea 



221185 

LIB31 65-00 6-P1-K3-A2 

BLASTX 

gl353352 

424 

1.0e-41 

121 

71 

(U31975) alanine aminotransferase 
reinhardtii] 



(NADP+) (EC 



[Chlamydomonas 



Seq. No. 


221186 


Seq. ID 


LIB3165-006-P1-K3-A3 


Method 


BLASTX 


NCBI GI 


gZ531672 


BLAST score 


642 


E value 


3.0e-67 


Match length 


130 


% identity 


94 


NCBI Description 


(U68461) actin [Striga asiatica] 


Seq. No. 


221187 


Seq. ID 


LIB3165-006-P1-K3-A6 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


702 


E value 


3.0e-74 


Match length 


177 


% identity 


75 


NCBI Description 


CYTOCHROME B6-F COMPLEX IRON-SULFUR 




(RIESKE IRON-SULFUR PROTEIN) (RISP) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



_i_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832__emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221188 

LIB3165-006-P1-K3-A8 

BLASTX 

g4206122 

321 

1.0e-29 

174 

45 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

221189 

LIB3165-006-P1-K3-B1 
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II 



Method 


BLASTX 


NCBI GI 


g3024702 


BLAST score 


600 


E value 


3 . Oe-62 


Match length 


192 


% identity 


64 


NCBI Description 


T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) >gi 1871210 




(U91327) T-complex protein 1, Beta subunit (TCP-1-BETA) 




[Homo sapiens] 


Seq. No. 


221190 


Seq. ID 


LIB3165-006-P1-K3-B10 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


711 


E value 


3.0e-75 


Match length 


144 


% identity 


30 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense] 


Seq. No. 


221191 


Seq. ID 


LIB31 65-00 6-P1-K3-B11 


Method 


BLASTX 


NCBI GI 


g4406814 


BLAST score 


303 


E value 


1 . 0e-42 


Match length 


115 


% identity 


79 


NCBI Description 


(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 




thaliana] 


Seq. No. 


221192 


Seq. ID 


LIB3165-006-P1-K3-B4 


Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


834 


E value 


1.0e-89 


Match length 


178 


% identity 


69 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 




oleracea var. botrytis] 


Seq. No. 


221193 


Seq. ID 


LIB3165-006-P1-K3-B6 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


682 


E value 


7.0e-72 


Match length 


173 


% identity 


76 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidopsis 




thaliana] 


Seq. No. 


221194 


Seq. ID 


LIB31 65-00 6-P1-K3-B7 


Method 


BLASTX 


NCBI fil 


gl657617 
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BLAST score 


# # 


£4 value 






±00 


% identity 


82 


NCBI Description 


(U72503) G2p [Arabidopsis thaliana] >gi 



putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221195 

LIB3165-006-P1-K3-B8 

BLASTX 

g3822036 

349 

9.0e-33 

185 

42 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
221196 

LIB3165-006-P1-K3-B9 

BLASTX 

g2239089 

249 

3.0e-21 

117 

41 

(Z8438 6) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi__3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 

221197 

LIB3165-006-P1-K3-C10 

BLASTX 

g3914605 

681 

1.0e-71 

192 
70 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

221198 

LIB3165-006-P1-K3-C11 

BLASTX 

g2369714 

1035 

1.0e-113 

219 

90 

(Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 



221199 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K3-C12 

BLASTX 

gl21080 

444 

3.0e-44 

108 
81 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi__1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb_CAA45978_ (X64726) H 
protein [Pisum sativum] >gi__169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221200 

LIB31 65-00 6-P1-K3-C7 

BLASTX 

gl31397 

443 

7.0e-44 

172 
56 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>giJ755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity' 

NCBI Description 



221201 

LIB3165-006-P1-K3-C8 

BLASTX 

gl352821 

848 

3.0e-91 

162 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221202 

LIB3165-006-P1-K3-C9 

BLASTX 

gll5765 

849 

2.0e-91 

182 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201__pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi__19180_emb_CAA32197_ 
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o 



(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221203 

LIB3165-006-P1-K3-D2 

BLASTX 

gll5765 

872 

4 ,0e-94 

188 
59 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB- 7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 


221204 


Seq. ID 


LIB31 65-00 6-P1-K3-D3 


Method 


BLASTX 


NCBI GI 


a3885892 

\J V_V -^r 




202 


E value 


4.0e-30 


Match length 


97 


% identity 


75 


NCBI Description 


(AF093634) photosystem-1 F 


Seq. No. 


221205 


Seq. ID 


LIB3165-006-P1-K3-D4 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


239 


E value 


4.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF118230) metallothionein 




hirsutum] 


Seq. No. 


221206 


Seq. ID 


LIB31 65-00 6-P1-K3-D6 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


358 


E value 


8.0e-34 


Match length 


191 


% identity 


32 


NCBI Description 


(AC005662) calmodulin-like 


Seq. No. 


221207 


Seq. ID 


LIB3165-006-P1-K3-D7 


Method 


BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709651 
500 

2.0e-50 

129 

74 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a 
nigra] 



[Populus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221208 

LIB3165-006-P1-K3-D8 

BLASTN 

g3869069 

36 

1.0e-10 

87 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



221209 

LIB3165-006-P1-K3-D9 

BLASTX 

gll5765 

795 

4.0e-85 

172 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221210 

LIB3165-006-P1-K3-E11 

BLASTX 

g3747111 

364 

8.0e-42 

167 
56 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221211 

LIB3165-006-P1-K3-E12 

BLASTX 

g974782 

995 

1.0e-108 

195 

96 

(Z49150) cobalamine-independent methionine synthase 
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[Solenostemon scutellarioides ] 



Seq. No. 


221212 


Seq. ID 


LIB3165-006-P1-K3-E2 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


839 


E value 


3.0e-90 


Match length 


224 


% identity 


70 


NCBI Description 


(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 


Seq. No. 


221213 


Seq, ID 


LIB31 65-00 6-P1-K3-E3 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


992 


E value 


1.0e-108 


Match length 


192 


% identity 


97 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerata] 


Sea. No. 


221214 


Seq. ID 


LIB3165-006-P1-K3-E4 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


747 


E value 


2.0e-79 


Match length 


179 


% identity 


83 


NCBI Description 


f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 




chloroplast - spinach >gi 22633 emb CAA47293 (X66814) 




f ructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


221215 


Seq. ID 


LIB3165-006-P1-K3-E8 


Method 


BLASTX 


NCBI GI 


g3914136 


BLAST score 


268 


E value 


3.0e-23 


Match length 


116 


% identity 


46 



NCBI Description NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 

>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221216 

LIB3165-006-P1-K3-F1 

BLASTX 

g3928543 

659 

4.0e-69 

201 
59 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221217 

LIB3165-006-P1-K3-F11 

BLASTX 

g4406530 

701 

5.0e-74 

173 
81 

(AF126870) rubisco activase 



[Vigna radiata] 



221218 

LIB3165-006-P1-K3-F12 

BLASTX 

g3894183 

267 

3.0e-23 

164 

27 

(AC005662) calmodul in-like protein [Arabidopsis thaliana] 
221219 

LIB3165-006-P1-K3-F2 

BLASTX 

g3928089 

358 

8.0e-34 

116 
65 

(AC005770) putative osr40 [Arabidopsis thaliana] 
221220 

LIB3165-006-P1-K3-F4 

BLASTX 

gl352821 

848 

3.0e-91 

162 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU- 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221221 

LIB3165-006-P1-K3-F5 

BLASTX 

gl771778 

832 

2.0e-89 

183 
83 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 
Seq. ID 



221222 

LIB3165-006-P1-K3-F9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4193388 

633 

5.0e-66 

168 
75 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221223 

LIB3165-006-P1-K3-G1 

BLASTX 

g231610 

160 

1.0e-19 

129 

52 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785__emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221224 

LIB3165-006-P1-K3-G10 

BLASTX 

gl352821 

724 

8.0e-77 

149 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221225 


Seq. ID 


LIB31 65-00 6-P1-K3-G3 


Method 


BLASTX 


NCBI GI 


g2828252 


BLAST score 


381 


E value 


8.0e-41 


Match length 


141 


% identity 


63 


NCBI Description 


(AJ003137) CYP1 [Lycopersicon esculentum] 


Seq. No. 


221226 


Seq. ID 


LIB3165-006-P1-K3-G4 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


521 


E value 


3.0e-72 


Match length 


170 


% identity 


79 


NCBI Description 


(Z99953) cysteine proteinase precursor [Phaseolus 



31235 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221227 

LIB3165-006-P1-K3-G5 

BLASTX 

g421826 

973 

1.0e-106 

202 
90 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221228 

LIB3165-006-P1-K3-G6 

BLASTX 

g82080 

916 

3.0e-99 

224 
78 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872__prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 


221229 


Seq. 'ID 


LIB3165-006-P1-K3-G7 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


705 


E value 


1.0e-74 


Match length 


171 


% identity 


83 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221230 


Seq. ID 


LIB31 65-00 6-P1-K3-G8 


Method 


BLASTX 


NCBI GI 


g585322 


BLAST score 


398 


E value 


2.0e-38 


Match length 


147 


% identity 


53 


NCBI Description 


INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO 



(PPASE) >gi_539751_pir_ 
(EC 3.6.1.1) - bovine 



_A45153 inorganic pyrophosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221231 

LIB3165-006-P1-K3-H1 

BLASTX 

g4512667 

782 

1.0e-83 

183 
78 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 



221232 



31236 



Seq. ID 


LIB3165-006-P1-K3-H10 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


452 


E value 


6.0e-45 


Match length 


155 


% identity 


62 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi 67 880_pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 




tobacco >gi__19785_emb_CAA4 5152_ (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


221233 


Seq. ID 


LIB3165-006-P1-K3-H11 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


715 


E value 


5.0e-79 


Match length 


185 


% identity 


82 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


221234 


Seq. ID 


LIB3165-006-P1-K3-H2 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


313 


E value 


7 . Oe-29 


Match length 


106 


% identity 


59 


NCBI Description 


(AC0022 92) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


Seq. No. 


221235 


Seq. ID 


LIB3165-006-P1-K3-H3 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


730 


E value 


2.0e-77 


Match length 


175 


% identity 


78 


NCBI Description 


(AC0054 96) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221236 


Seq. ID 


LIB3165-006-P1-K3-H5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


870 


E value 


7.0e-94 


Match length 


168 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31237 



kJ *3 \J ■ L\ \J • 


221237 


Seq. ID 


LIB31 65-00 6-P1-K3-H6 


Method 


BLAST X 


NCBI GI 


g505482 


BLAST score 


745 


E value 


3. Oe-79 


Mafph lencrth 

Lid L 1 -J- J. i y J. 1 


177 


% identity 


84 


NCBI Description 


(X64349) 33 kDa polypeptide of water-oxidizing complex of 




photosystem II [Nicotiana tabacuin] 


Seq. No. 


221238 


Seq. ID 


LIB3165-006-P1-K3-H7 


Method 


BLASTX 


NCBI GI 


g4103635 


RTiAST qrnrp 

U Uil U 1 O \J J_ ^ 


432 


T? VP 1 IIP 


2 . Oe-42 


Match length 


162 


o J- vaci. i ' i_ y 


56 




(AF026538) ABA-responsive protein [Hordeum vulgare] 


O tr q • IN O . 


£. X -J J 


Seq. ID 


LIB3165-006-P1-K3-H8 


Method 


BLASTX 


NCBI GI 


g2244811 


■DJ_j.rt.Oi. OLUIC 


511 


Hi V a. -L U.C 


8 . Oe-52 


M^t ph 1 (= t Tir]"f"h 

lid L.v_*ii ±cny l. 1 1 


184 


% i H^nt" i f v 

O -I- li i— i — _y 


63 


KIP'R T npQpri Tit" i on 


(Z973361 unnamed orotein oroduct TArabidopsis thaliana] 


OCU • LN W • 


221240 


Seq. ID 


LIB3165-006-P1-K3-H9 


Method 


BLASTX 


NCBI GI 


g2935300 




348 


J_j v C1.-L Lit! 


2 . 0e-41 


l id LUH _L ~ i i y L.11 


145 




54 


Mpnj np^pri i on 


(AF038046) 3-hydroxy-3-methylglutaryl-coenzyiue A reductase 




9 ffloq ^vr>i nm h "i r^ut* uxnl 

Z»* J V_J __> O y k_/ _X- LXJ. L L 11X X. L-t LJ.XL L J 


O C » J-NU • 


221241 


Seq. ID 


LIB3165-006-P1-K4-A10 


Method 


BLASTX 


NCBI GI 


gl084372 


RT.A^T qrorp 


931 


F 1 \ra 1 1 1 p 

£_ V d _L U. C 


1 . 0e-101 


1\A *i 4- f~i Y\ "1 o ti /T~t~ Vi 
rldLLIl J_ciiy Lil 




% identity 


87 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) (EC 




1.2.1.9) - garden pea 


Seq. No. 


221242 


Seq. ID 


LIB3165-006-P1-K4-A11 


Method 


BLASTX 



31238 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2239089 
290 

5.0e-26 

137 

41 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221243 

LIB3165-006-P1-K4-A12 

BLASTX 

gl00490 

748 

1.0e-79 

153 
33 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
. ma jus ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221244 

LIB3165-006-P1-K4-A2 

BLASTX 

gl353352 

440 

2.0e-43 

125 
71 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221245 

LIB3165-006-P1-K4-A3 
BLASTX 

gl531672 t ' 

644 

2.0e-67 

131 
93 

(U68461) actin [Striga asiatica] 
221246 

LIB3165-006-P1-K4-A6 

BLASTX 

gl36707 

720 

2.0e-76 

181 
75 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



31239 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221247 

LIB3165-006-P1-K4-A8 

BLASTX 

g4206122 

378 

4.0e-36 

175 
46 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221248 

LIB3165-006-P1-K4-A9 

BLASTX 

gl21353 

827 

1.0e-88 

201 

76 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE -AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234__ (X12738) 
GS precursor protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221249 

LIB3165-006-P1-K4-B1 

BLASTX 

g2559012 

497 

3.0e-50 

155 

65 

(AF02 6293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221250 

LIB3165-006-P1-K4-B10 

BLASTX 

g4406814 

243 

4.0e-34 

115 

68 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221251 

LIB3165-006-P1-K4-B11 

BLASTX 

gll5765 

803 

5.0e-86 

174 



31240 



% identity 

NCBI Description 



8 3 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197__ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546__prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221252 

LIB3165-006-P1-K4-B12 

BLASTX 

g3914605 

593 

2.0e-61 

175 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. 
Seq. 



No. 

ID 



Method 
NCBI GI 



221253 

LIB3165-006-P1-K4-B4 

BLASTX 

gl928981 



BLAST score 


880 


E value 


5.0e-95 


Match length 


198 


% identity 


89 


NCBI Description 


(U92651) 




oleracea 


Seq. No. 


221254 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g2529342 


BLAST score 


577 


E value 


1.0e-59 


Match length 


151 


% identity 


75 


NCBI Description 


(L76554) 


Seq. No. 


221255 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


gl657617 


BLAST score 


593 


E value 


2.0e-61 


Match length 


152 


% identity 


74 


NCBI Description 


(U72503) 



tonoplast intrinsic protein bobTIP26-l [Brassica 
var. botrytis] 



-B6 



transketolase [Spinacia oleracea] 



006-P1-K4-B7 



p [Arabidopsis thaliana] >gi_;3068707 (AF04 9236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



31241 



Seq. No. 


221256 


Seq. ID 


LIB3165-006-P1-K4-B8 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


357 


E value 


1.0e-33 


Match length 


185 


% identity 


43 


NCBI Description 


(AF072326) endo-1, 3- 


Seq. No. 


221257 


Seq. ID 


LIB3165-006-P1-K4-B9 


Method 


BLASTX 


NCBI GI 


g4406814 


BLAST score 


303 


E value 


1.0e-42 


Match length 


115 


% identity 


79 


NCBI Description 


(AC006201) putative 




thaliana] 



isomerase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221258 

LIB3165-006-P1-K4-C10 

BLASTX 

g542100 

723 

1.0e-76 

165 
84 

H-protein - Flaveria pringlei >gi_2147453_pir S60195 

H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi_4 37993_emb_CAA81073_ (Z25854) H-protein [Flaveria 
cronquistii] >gi_437 999_emb_CAA81074_ (Z25855) H-protein 
[Flaveria pringlei] >gi_3688299_emb_CAB16912_ (Z99763) 
H-protein [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221259 

LIB3165-006-P1-K4-C11 

BLASTX 

gll5765 

759 

7.0e-81 

167 

56 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB- 7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 



221260 

LIB3165-006-P1-K4-C7 
BLASTX 



31242 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31397 
498 

3.0e-50 

186 

58 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480jpir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_7 55802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221261 

LIB3165-006-P1-K4-C8 

BLASTX 

gl352821 

679 

1.0e-71 

134 
93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221262 

LIB3165-006-P1-K4-C9 

BLASTX 

g2369714 

859 

1.0e-92 

181 

89 

(Z97178) elongation factor 2 



[Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221263 

LIB3165-006-P1-K4-D2 

BLASTX 

gll5765 

708 

5.0e-75 

161 
54 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_1918 0_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



221264 

LIB3165-006-P1-K4-D3 



31243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72664 

521 

5.0e-53 

102 
94 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 


221265 




Seq. ID 


LIB3165-006-P1- 


■K4-D6 


Method 


BLASTX 




NCBI GI 


g3894183 




RTiAST score 


342 




TT, 1 np 


6.0e-32 




Match lencrth 


184 






31 




WPRT Dp ^ c ri nt i on 


(AC005662) calmodulin-li] 


Seq, No. 


221266 




Seq. ID 


LIB3165-006-P1- 


-K4-D7 


Method 


BLASTX 




NCBI GI 


gl709651 




BLAST score 


515 




E value 


3.0e-52 




Match length 


132 




% identity 


73 




NCBI Description 


PLASTOCYANIN A 


PRECURSOR 




plastocyanin a 


precursor 




>gi_929813_emb_ 


_CAA90564_ 




nigra] 




Seq. No. 


221267 




Seq. ID 


LIB3165-006-P1- 


-K4-D8 


Method 


BLASTN 




NCBI GI 


g3869069 




BLAST score 


39 




E value 


2.0e-12 




Match length 


133 





S58209 



% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221268 

LIB3165-006-P1-K4-E10 

BLASTX 

g974782 

1097 

1.0e-120 

216 
96 

(Z49150) cobalamine-independent methionine synthase 



31244 



[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221269 

LIB3165-006-P1-K4-E11 

BLASTX 

g549063 

598 

5.0e-62 

161 

72 

T RAN SLAT I ON ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38 958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj__BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


221270 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


756 


E value 


2.0e-80 


Match length 


194 


% identity 


73 


NCBI Description 


(Z99953) 


Seq. No. 


221271 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


836 


E value 


5.0e-90 


Match length 


163 


% identity 


96 


NCBI Description 


RIBULOSE 



PRECURSOR (RUBISCO ACTIVASE) >gi_3224 1 6_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906__ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221272 

LIB3165-006-P1-K4-E4 

BLASTX 

g68200 

580 

6.0e-60 

142 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221273 

LIB3165-006-P1-K4-E8 

BLASTX 

g3914136 

268 

3.0e-23 



31245 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
46 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 

221274 

LIB31 65-00 6-P1-K4-E9 

BLASTX 

g3747111 

380 

2.0e-36 

121 
60 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
221275 

LIB3165-006-P1-K4-F1 

BLASTX 

g3928543 

563 

7.0e-58 

179 
56 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221276 

LIB3165-006-P1-K4-F10 

BLASTX 

g3894183 

347 

2.0e-32 

196 

32 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
221277 

LIB3165-006-P1-K4-F12 

BLASTX 

gl352821 

819 

7.0e-88 

166 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221278 

LIB3165-006-P1-K4-F2 

BLASTX 

g3928089 

358 

8.0e-34 



31246 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
65 

(AC005770) putative osr40 [Arabidopsis thaliana] 
221279 

LIB3165-006-P1-K4-F4 

BLASTX 

gl352821 

848 

3.0e-91 

162 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221280 

LIB3165-006-P1-K4-F5 

BLASTX 

gl771778 

824 

2.0e-88 

183 

83 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 


221281 




Seq. ID 


LIB3165-006 


-P1-K4-F9 


Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


605 




E value 


8.0e-63 




Match length 


154 




% identity 


79 




NCBI Description 


(AF126870) 


rubisco activase [Vigna radiata] 


Seq. No. 


221282 




Seq. ID 


LIB3165-006 


-P1-K4-G1 


Method 


BLASTX 




NCBI GI 


g461550 




BLAST score 


142 




E value 


1.0e-08 




Match length 


48 




% identity 


67 




NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 




>gi 81635 pir B39732 H+-transporting ATP synthase 




3.6.1.34) gamma-1 chain precursor, chloroplast - 




Arabidopsis 


thaliana >gi 166632 (M61741) ATP syntha 




gamma-subunit [Arabidopsis thaliana] 


Seq. No. 


221283 




Seq. ID 


LIB3165-006 


-P1-K4-G11 


Method 


BLASTX 




NCBI GI 


g2935298 





(EC 



31247 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



646 

1.0e-67 

189 
69 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221284 

LIB3165-006-P1-K4-G12 

BLASTX 

g231610 

447 

2.0e-44 

153 
62 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



oeq. in u . 


i. J. c+ O *J 


Seq. ID 


LIB3165-006-P1-K4-G3 


Method 


BLASTX 






dJjAoI score 


/17c 


E value 


1 . ue— 4 / 


T\ /I -\ 4- "! /-^i y~i s~t 4— V\ 

riaicn lenytn 


±00 


% identity 


DO 


NCBI Description 


(Z99954) cysteine proteinase 


Seq. No. 


221286 


Seq. ID 


LIB31 65-00 6-P1-K4-G4 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


521 


E value 


5.0e-73 


Match length 


174 


% identity 


79 


NCBI Description 


(Z99953) cysteine proteinase 


Seq. No. 


221287 


Seq. ID 


LIB3165-006-P1-K4-G5 


Method 


BLASTX 


NCBI GI 


g445116 


BLAST score 


771 


E value 


2.0e-82 


Match length 


159 


% identity 


91 


NCBI Description 


light-harvesting complex Ila 


Seq. No. 


221288 


Seq. ID 


LIB3165-006-P1-K4-G6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


822 


E value 


2.0e-88 



[ Horde um vulgar e] 



31248 



Match length 

% identity 

NCBI Description 



170 



chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 


221289 


Seq. ID 


LIB3165-006-P1-K4-G7 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


695 


E value 


2.0e-73 


Match length 


171 


% identity 


82 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221290 


Seq. ID 


LIB31 65-00 6-P1-K4-G8 


Mpt hod 


BLASTX 


NCBI GI 


g585322 




354 


W \T£t 1 HP 
Hi V ClJ_ H. ~ 


2 . Oe-33 


Match lenath 


137 


o _l l>lc 1 1 L. j- _y 


53 


NCBI Description 


INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE 


(PPASE) >gi 539751 pir A45153 inorganic pyrophosphatase 




(EC 3 6 1 1) - bovine 




221291 


Seq. ID 


LIB31 65-00 6-P1-K4-H1 


Mpf- hod 


BLASTX 


NCR! GI 


g4512667 


BLAST score 


7 63 


E value 


2.0e-81 


Match length 


178 


% identity 


79 


NCBI DescriDtion 


(AC006931) putative MAP kinase [Arabidopsis thaliana] 


Qpa No 


221292 


Seq. ID 


LIB3165-006-P1-K4-H10 


"M^t" hod 

i. j\U L. llvU 


BLASTX 


NCBI GI 


g4426565 


BLAST score 


246 


T* 1 trs 1 hp 

i_i V Ct -L L1C 


1 . 0e-20 


Match length 


203 


% identity 


32 


NCBI Description 


(AF031483) unknown [Rattus norvegicus] 


Seq. No. 


221293 


Seq. ID 


LIB3165-006-P1-K4-H11 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


702 


E value 


4.0e-74 


Match length 


193 


% identity 


71 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 



31249 



PRECURSOR (RUBISCO ACTIVASE) >gi_541930jpir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 





221294 


Sea ID 


LIB3165-006-P1-K4-H2 


Method 


BLASTX 


NCRT GI 


g2462746 


RTiA^T score 


269 


E value 


4 . Oe-28 


M^'hrh 1 pnerth 


117 


% identity 


61 


NCBI Description 


(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


c carr Kin 


221295 


Seq. ID 


LIB3165-00 6-P1-K4-H3 


Mo t* "Hi O (H 




KIPRT PT 
IN O.D-L o_L 






820 


IT 1 tt -a ] ncs 

11 value 


J • uc o u 


Matph "I pnerth 


175 


% identity 


86 


NCBI Description 


(AC0054 96) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221296 


Seq. ID 


LIB3165-006-P1-K4-H5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


795 


E value 


4.0e-85 


Match length 


152 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221297 


Seq. ID 


LIB3165-006- 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


795 


E value 


4.0e-85 


Match length 


192 


% identity 


83 


NCBI Description 


(X64349) 33 




photosystem 


Seq. No. 


221298 


Seq. ID 


LIB3165-006 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


324 



-P1-K4-H6 



complex of 



31250 





F. value 


6. Oe-30 




Match length 


138 




% identity 


51 




NPBI DescriDtion 


(AF026538) ABA-responsive protein [Hordeum vulgare] 




Seq. No. 


221299 




Seq. ID 


LIB3165-006-P1-K4-H8 




Method 


BLASTX 




NCBI GI 


g2244811 




BLAST score 


534 




E value 


2.0e-54 




Matrh lencrth 


184 




% identity 


65 




NCBI Description 


(Z97336) unnamed protein product [Arabidopsis thaliana] 




Seq. No. 


221300 




Seq. ID 


LIB31 65-00 6-P1-K4-H9 




Method 


BLASTX 




NCBI GI 


gl00200 




BLAST score 


712 


y 


F value 


2. Oe-75 






165 




% -j Hpn t i t v 


67 




WPRT np^rTi nt i on 


chlorophyll a/b-binding protein type I precursor - tomato 




Qprr No 


221301 


™. 

y = 


C prf TP) 


LIB3165-007-P1-K1-A10 






BLASTX 




NCBI GI 


gl928981 


H 


BLAST score 


257 




F value 


1 . Oe-22 




Match 1 encrth 


57 




Q- -| H f=i ti +■ "i "h \r 


88 


li 


NCBI Descriotion 


(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 


o 




oleracea var. botrytis] 




Seq. No. 


221302 




Seq. ID 


LIB3165-007-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


252 




F va 1 up 


9 . 0e-22 




Match lenrrth 


71 




% i dent i t v 


75 




MPRT Dp«?rrini"i on 

In J_J J_ UC jL'J — L^L lull 


(AF126870) rubisco activase [Vigna radiata] 




Seq. No. 


221303 




o c \-£ • -L lj 


LIB3165-007-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


gll72664 




BLAST score 


218 




E value 


1.0e-17 




Match length 


48 




% identity 


90 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 




{LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 



>gi_419791_pir S31165 photosystem I chain III precursor - 



31251 



Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221304 

LIB3165-007-P1-K1-A6 

BLASTX 

g266893 

648 

4.0e-68 

127 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE / OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 

221305 

LIB3165-007-P1-K1-A8 

BLASTX 

gl352821 

390 

7.0e-38 

95 
80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221306 

LIB3165-007-P1-K1-B1 

BLASTX 

g!352821 

494 

5.0e-50 

96 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221307 

LIB3165-007-P1-K1-B11 

BLASTX 

gll68411 

446 

2.0e-44 

119 

79 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



31252 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221308 

LIB3165-007-P1-K1-B2 

BLASTX 

gl931640 

488 

2.0e-49 

124 

71 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221309 

LIB3165-007-P1-K1-B4 

BLASTN 

g450504 

132 

4.0e-68 

247 

97 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221310 

LIB3165-007-P1-K1-B5 

BLASTX 

gl352821 

460 

4.0e-46 

87 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221311 

LIB31 65-007 -P1-K1-B6 

BLASTX 

g4406530 

349 

4.0e-33 

93 

76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221312 

LIB3165-007-P1-K1-B7 

BLASTX 

g3021357 

271 

5.0e-24 

58 
84 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 



31253 



Seq. No. 


221313 


Seq. ID 


LIB3165-007-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3036944 


BLAST score 


213 


E value 


3.0e-23 


Match length 


114 


% identitv 


57 


NCBI Description 


(AB012637) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


221314 


Sea ID 


LIB3165-007-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


17 9 


E value 


4.0e-13 


Match length 


98 


% identity 


43 


NCBI Description 


(AC005310) unknown protein 


Seq. No. 


221315 


Seq. ID 


LIB3165-007-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


350 


E value 


3.0e-33 


Match length 


92 


% identity 


79 


NCBI Description 


f ructose-bisphosphate aldol 



(EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633__emb_CAA4 72 93_ (X66814) 
f ructose-bisphosphate aldolase '[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221316 

LIB3165-007-P1-K1-C12 

BLASTX 

gll5813 

395 

2.0e-38 

96 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221317 

LIB3165-007-P1-K1-C2 

BLASTN 

gl69818 

39 

1.0e-12 

79 
87 

Rice 25S ribosomal RNA gene 



Seq. No. 
Seq. ID 



221318 

LIB3165-007-P1-K1-C8 



31254 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244797 

144 

5.0e-09 

52 
58 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
221319 

LIB3165-007-P1-K1-C9 

BLASTX 

g231688 

683 

3.0e-72 

130 
99 

CAT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221320 

LIB3165-007-P1-K1-D10 

BLASTX 

gl545805 

172 

7.0e-13 

65 

62 

(D64052) cytochrome P450 likeJTBP [Nicotiana tabacum] 
221321 

LIB3165-007-P1-K1-D11 

BLASTX 

gll5471 

557 

2.0e-57 

127 

82 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221322 

LIB3165-007-P1-K1-D12 

BLASTX 

gl354515 

205 

3.0e-16 

94 

51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 
Method 



221323 

LIB3165-007-P1-K1-D2 
BLASTX 



31255 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl346155 
315 

5.0e-50 

124 
78 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_4 81942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA8107 8_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

221324 

LIB3165-007-P1-K1-D3 

BLASTX 

gl352821 

238 

2.0e-20 

56 
82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221325 

LIB3165-007-P1-K1-D4 

BLASTX 

gl362086 

558 

1.0e-57 

117 
89 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919__pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X834 99) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221326 

LIB3165-007-P1-K1-D5 

BLASTX 

g2583125 

642 

2.0e-67 

124 

94 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221327 

LIB3165-007-P1-K1-D6 

BLASTX 

g3334405 



31256 



BLAST score 


484 


E value 


7 . Oe-49 


Match length 


103 


% identity 


98 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 


>gi 2267583 (AF009338) vacuolar H-f- ATPase subunit E 




[Gossypium hirsutum] 


Seq. No. 


221328 


Seq. ID 


LIB3165-007-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl00203 


BLAST score 


370 


E value 


2 . Oe-35 


Match length 


94 


% identity 


77 


NCBI Description 


cysteine proteinase {EC 3.4.22.-) precursor - tomato 




>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 




proteinase [Lycopersicon esculentum] 


Seq. No. 


221329 


Seq. ID 


LIB3165-007-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


448 


E value 


1.0e-44 


Match length 


109 


% identity 


82 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


221330 


Seq. ID 


LIB3165-007-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


339 


E value 


7.0e-32 


Match length 


89 


% identity 


78 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221331 


Seq. ID 


LIB3165-007-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2191136 


BLAST score 


310 


E value 


2.0e-28 


Match length 


110 


% identity 


60 


NCBI Description 


(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 




coded for by A. thaliana cDNA T46230; coded for by A. 




thaliana cDNA H7 6538; coded for by A. thaliana cDNA H7 




[Arabidopsis thaliana] 


Seq. No. 


221332 


Seq. ID 


LIB3165-007-P1-K1-E3 


Method 


BLASTX 



31257 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2739375 
219 

7.0e-18 

83 
55 

(AC002505) 



unknown protein [Arabidopsis thaliana] 



221333 

LIB3165-007-P1-K1-E7 

BLASTX 

g902584 

425 

4 ,0e-42 

94 

15 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

221334 

LIB3165-007-P1-K1-F11 

BLASTN 

g4220633 

39 

1.0e-12 

203 
80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 

221335 

LIB3165-007-P1-K1-F3 

BLASTX 

g421826 

309 

2.0e-28 

61 
87 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



221336 

LIB3165-007-P1-K1-F4 

BLASTX 

g547683 

538 

3.0e-55 

113 

92 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

221337 

LIB3165-007-P1-K1-F5 
BLASTX 



heat 



31258 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5765 
661 

1.0e-69 

127 
92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_J_00201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6j?rf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221338 

LIB3165-007-P1-K1-F7 

BLASTX 

gl709651 

347 

8.0e-33 

114 

60 

PLASTOCYANIN A PRECURSOR >gi_2117 431_pir S58209 

•plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221339 

LIB3165-007-P1-K1-F8 

BLASTX 

gl00616 

189 

2.0e-14 

47 

81 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221340 

LIB3165-007-P1-K1-G10 

BLASTX 

gl419090 

317 

3.0e-29 

92 
68 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221341 

LIB3165-007-P1-K1-G2 

BLASTN 

g4545261 

355 



31259 



E value O.Oe+00 

Match length 391 

% identity 98 

NCBI Description Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 

Seq. No. 221342 

Seq. ID LIB3165-007-P1-K1-G3 

Method BLASTX 

NCBI GI g2662310 

BLAST score 44 9 

E value 7.0e-45 

Match length 118 

% identity 70 

NCBI Description (AB009307) bpwl [Hordeum vulgare] 

Seq. No. 221343 

Seq. ID LIB3165-007-P1-K1-G4 

Method BLASTX 

NCBI GI g441457 

BLAST score 24 9 

E value 2.0e-21 

Match length 53 

% identity 91 

NCBI Description (X73419) ubiquitin conjugating enzyme" E2 [Lycopersicon 
esculentuiu] 

Seq. No. 221344 

Seq. ID LIB3165-007-P1-K1-G8 

Method BLASTX 

NCBI GI g2493144 

BLAST score 345 

E value 1.0e-32 

Match length 87 

% identity 82 



NCBI Description VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2 ) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pump£ng ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221345 

LIB3165-007-P1-K1-H1 

BLASTX 

gl70354 

545 

5.0e-56 

113 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221346 

LIB3165-007-P1-K1-H12 

BLASTX 

g231688 

574 



31260 



E value 
Match length 
% identity 
NCBI Description 



2.0e-59 
111 

98 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase (EC 

1.11.1.6) - upland cotton >gi JL84 88__emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221347 

LIB3165-007-P1-K1-H2 

BLASTX 

g3687652 

515 

1.0e-52 

106 
94 

(AF047352) rubisco activase precursor [Datisca glomerata] 
221348 

LIB3165-007-P1-K1-H3 

BLASTX 

g2245096 

450 

6.0e-45 

103 
80 

(Z97343) inositol 2-dehydrogenase homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221349 

LIB3165-007-P1-K1-H4 

BLAST N 

g2687435 

128 

6.0e-66 

192 

92 

Hairiamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221350 

LIB3165-007-P1-K1-H6 

BLASTX 

g3738285 

382 

5.0e-37 

111 

66 

(AC005309) unknown protein [Arabidopsis thaliana] 
221351 

LIB3165-007-P1-K1-H7 

BLASTX 

gl246823 

321 

1.0e-34 

118 
67 



31261 



NCBI Description 



(X89865) unknown [Phoenix dactylifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221352 

LIB3165-007-P1-K1-H8 

BLASTX 

gl572819 

191 

8.0e-15 

79 
51 

(U70855) similar to the RAS gene family [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221353 

LIB3165-007-P1-K1-H9 

BLASTX 

gll5813 

306 

3.0e-28 

96 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221354 

LIB3165-008-P1-K1-A12 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221355 

LIB3165-008-P1-K1-A3 

BLASTX 

g4406530 

315 

5.0e-29 

87 

75 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221356 

LIB3165-008-P1-K1-A7 

BLASTX 

g3914472 

376 

3.0e-36 

90 

81 



31262 



NCBI Description 



PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR '(PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi__22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 





O C ^ • LN W • 


221357 






LIB3 165-00 8 -P1-K1-A9 




Mpth nd 


BLASTX 






g4406530 




RT.AST qrnrp 

1_J ±J^1 U J. 1_J W J- "w 


262 




E value 


6.0e-23 




M^trh 1 pnerth 

Li d l_ V_» 11 ±Cliy 1 LI 


96 




% identity 


60 




NCBI Description 


(AE126870) rubisco activase [Vigna 






221358 






LIB3165-008-P1-K1-B10 




Met h od 


BLASTX 




LN ^ D J- w JL 


crll71577 




RT.AqT cipnrp 

DJJilu J. iDv^Ul C 


54 9 




TP 1 np 

J_j Vd-l_t-ie 


2 . 0e-56 




l v id Lou -Ltsiiy Lii 


129 




% identity 


80 




NCBI Description 


(X95343) hypersensitivity-related 




Seq. No. 


221359 




Seq. ID 


LIB3165-008-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


524 




E value 


1.0e-53 




Match length 


99 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221360 

LIB3165-008-P1-K1-B2 

BLASTX 

g2738949 

325 

2.0e-38 

95 

88 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221361 

LIB3165-008-P1-K1-B3 

BLASTX 

g4008159 

635 

1.0e-66 
131 



31263 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(AB015601) 



DnaJ homolog [Salix gilgiana] 



221362 

LIB3165-008-P1-K1-B4 

BLASTX 

g430947 

433 

6.0e-43 

109 
80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



221363 

LIB3165-008-P1-K1-B6 

BLASTX 

g68200 

417 

5.0e-41 

105 
81 

fructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi_22 633_emb_CAA472 93_ 



precursor, 
(X66814) 



fructose-bisphosphate aldolase [Spinacia oleracea] 
221364 

LIB3165-008-P1-K1-B7 

BLASTX 

g586797 

227 

9.0e-19 

85 
48 

HYPOTHETICAL 59.1 KD PROTEIN ZK637 . 1 IN CHROMOSOME III 
221365 

LIB3165-008-P1-K1-B9 

BLASTX 

g3869088 

535 

7.0e-55 

102 

100 

(AB019427) elongation factor- 1 alpha [Nicotiana paniculata] 
221366 

LIB3165-008-P1-K1-C1 

BLASTN 

g450504 

83 

5.0e-39 

118 

93 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



31264 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221367 

LIB3165-008-P1-K1-C10 

BLASTX 

g3881507 

367 

4.0e-35 

129 
52 

(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
yk375c3.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221368 

LIB3165-008-P1-K1-C12 

BLASTX 

g2832682 

209 

1.0e-16 

97 

54 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
221369 

LIB3165-008-P1-K1-C2 

BLASTX 

gll9640 

327 

2.0e-30 

106 
59 

1-AMINOCYCLOPROPANE- 1 -CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109__pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789__ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221370 

LIB3165-008-P1-K1-C3 

BLASTX 

g2213610 

178 

5.0e-13 

112 

19 

(AC000103) F21J9.4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221371 

LIB3165-008-P1-K1-C5 

BLASTX 

gl354515 

223 

2.0e-18 

94 

54 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 



221372 

LIB3165-008-P1-K1-D1 



31265 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



[Gossypium 



BLASTX 
g289920 
584 

1.0e-60 

119 
92 

(L07119) chlorophyll A/B binding protein 
hirsutum] 

221373 

LIB3165-008-P1-K1-D10 

BLASTX 

g400890 

261 

1.0e-22 

116 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_2 60 917_bbs_l 19338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

221374 

LIB3165-008-P1-K1-D11 

BLASTX 

gll68251 

570 

6.0e-59 

130 

78 

PROBABLE CYSTEINE PROTEINASE A4 94 PRECURSOR 

>gi_1076384_pir S46535 probable cysteine proteinase (EC 

3.4.22.-) (clone A1494) - Arabidopsis thaliana (fragment) 
>gi_5168 65_emb_CAA524 03_ (X74359) putative thiol protease 
[Arabidopsis thaliana] 

221375 

LIB3165-008-P1-K1-D12 

BLASTX 

gl352821 

562 

5.0e-58 

106 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221376 

LIB3165-008-P1-K1-D3 

BLASTX 

gl00616 

614 



31266 



• 



E value 
Match length 
% identity 
NCBI Description 



4.0e-64 

130 

85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi__167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



kJ <3 * \-S • 


221377 


Seq. ID 


LIB3165-008-P1-K1-D4 


Mpt h od 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


330 


T 1 HP 
£j v ai. LLC 


8 . Oe-31 


TwT 3 "|- i^t Vl "1 r> T~\ pft~ Vi 


87 


9- ■! /-^ r> r^i i "Htt 

■5 laenLiLy 


/ o 


K\C Q T noopri ■pi'h "i nn 


(AF1 96Q1Q) rubisco activase FViana radiatal 


o e q . ln o . 




c prf T n 


LIB3165-008-P1-K1-D5 


Method 


■D-urlD 1 A 


NCBI GI 


g602292 


BLAST score 


453 


E value 


3.0e-45 


Match length 


108 


% identity 


81 


NCBI Description 


(U17987) RCH2 protein [Brassica napus] 


Seq. No. 


221379 


Seq. ID 


LIB3165-008-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl346156 


BLAST score 


621 


E value 


5.0e-65 


Match length 


131 


% identity 


92 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE,. MITOCHONDRIAL 



2 PRECURSOR 

(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE ) 
(SHMT) >gi_481943_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437997_emb_CAA81079_ (Z25860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221380 

LIB3165-008-P1-K1-D7 

BLASTX 

g!31385 

497 

2.0e-50 

122 
84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 



221381 



31267 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-008-P1-K1-D9 

BLASTX 

gl354517 

294 

1.0e-26 

129 
54 

(U55838) 
tremuloides] 



carbonic anhydrase [Populus tremula x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221382 

LIB3165-008-P1-K1-E12 

BLASTX 

g2129538 

319 

2.0e-29 

67 
88 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

221383 

LIB3165-008-P1-K1-E3 

BLASTN 

g2687430 

63 

1.0e-27 

67 

99 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221384 

LIB3165-008 

BLASTX 

g!66834 

602 

1.0e-62 
124 
92 

(M86720) 
activase 



-P1-K1-E4 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Seq. No. 
Seq. ID 



Rubisco activase [Arabidopsis thaliana] 
221385 

LIB3165-008-P1-K1-E5 

BLASTX 

g3738261 

179 

4.0e-13 

45 
87 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

221386 

LIB3165-008-P1-K1-E6 



31268 



Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3334245 

325 

3.0e-30 

74 
84 

LAC T 0 YLGLUT AT H I ONE LYASE (METHYLGLYOXALASE ) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 

221387 

LIB3165-008-P1-K1-E8 

BLASTX 

g417154 

628 

9.0e-66 

123 
98 

HEAT SHOCK PROTEIN 82 >gi__100685__pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256__emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82 ) [Oryza sativa] 

221388 

LIB3165-008-P1-K1-F1 

BLASTX 

g3659907 

388 

1.0e-37 

105 
74 

(AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 

221389 

LIB3165-008-P1-K1-F10 

BLASTX 

gl352821 

584 

1.0e-60 

119 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221390 

LIB3165-008-P1-K1-F11 

BLASTX 

g3335350 

393 

3.0e-38 

126 



31269 



% identity 

NCBI Description 



55 

(AC004512) Similar to gb_Z8438 6 anthranilate 
N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 



Seq. No. 


221391 


Seq. ID 


LIB3165-008-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl8511 


BLAST score 


96 


E value 


1.0e-46 


Match length 


160 


% identity 


90 


NCBI Description 


G.hirsutum light regulated unknown reading 


Seq. No* 


221392 


Seq. ID 


LIB3165-008-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2494076 


BLAST score 


492 


E value 


9.0e-50 


Match length 


104 


% identity 


88 


NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE-3 -PHOSPHATE 



(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphor ylating glyceraldehyde dehydrogenase 
[Nicotiana plumbagini folia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221393 

LIB3165-008-P1-K1-F5 

BLASTX 

g393707 

561 

6.0e-58 

129 

86 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



221394 

LIB3165-008-P1-K1-F6 

BLASTX 

g2443886 

262 

7.0e-23 

68 
79 

(AC002294) Unknown protein [Arabidopsis thaliana] 
221395 

LIB3165-008-P1-K1-F7 

BLASTX 

gl694976 

275 

2.0e-24 

106 



31270 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

221396 

LIB3165-008-P1-K1-G10 

BLASTX 

g2501356 

437 

2.0e-43 

85 
93 

TRANS KE TOLAS E , CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 

221397 

LIB3165-008-P1-K1-G11 

BLASTX 

g!31397 

291 

3.0e-26 

128 
54 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597jprf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

221398 

LIB3165-008-P1-K1-G3 

BLASTX 

g2864617 

221 

5.0e-18 

111 

43 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

221399 

LIB3165-008-P1-K1-G4 

BLASTX 

gl352683 

219 

8.0e-18 

60 
73 

PROTEIN PHOSPHATASE 2C PPH1 (PP2C) >gi_995839 (U34803) 
protein phosphatase homolog [Arabidopsis thaliana] 



Seq. No. 



221400 



31271 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-008-P1-K1-G5 

BLASTX 

g4538913 

415 

8.0e-41 

100 
79 

(AL049482) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221401 

LIB3165-008-P1-K1-G7 

BLASTX 

g3914603 

489 

2.0e-49 

115 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221402 

LIB3165-008-P1-K1-G8 

BLASTX 

g2970051 

373 

7.0e-36 

100 

70 

(AB012110) ARG10 [Vigna radiata] 
221403 

LIB3165-008-P1-K1-G9 

BLASTX 

gl22106 

375 

4.0e-36 

76 

100 

HI STONE H4 >gi_707 7 l_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385__gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 



221404 



31272 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3165-008-P1-K1-H2 

BLASTX 

g2894599 

414 

1.0e-40 

108 

67 

(AL021889) putative protein [Arabidopsis thaliana] 
221405 

LIB3165-008-P1-K1-H5 

BLASTX 

gll9194 

182 

8.0e-14 

69 
64 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_22 6817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

221406 

LIB3165-008-P1-K1-H6 

BLASTX 

g4056506 

369 

2.0e-35 

111 

61 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
221407 

LIB3165-008-P1-K1-H7 

BLASTX 

gl565225 

227 

9.0e-19 

49 

86 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
221408 

LIB3165-008-P1-K1-H9 

BLASTX 

g2465773 

147 

6.0e-12 

92 
33 

(AF022186) homologous to orf238 in Porphyra purpurea 
[Cyanidium. caldarium] 

221409 

LIB3165-009-P1-K1-A1 



31273 



Method 


BLASTX 




g3880432 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


114 


Sr i dent it v 


37 


NCBI DescriDtion 


(Z66521) similar to kinensin-like protein; cDNA EST 


ykl98el0.3 comes from this gene; cDNA EST ykl98el0.. 




from this gene [Caenorhabditis elegans] 


Seq. No. 


221410 


Seq. ID 


LIB3165-009-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4337025 


BLAST score 


443 


Fl 1 np 

±_J V UXUu 


4.0e-44 


Matph "I encrth 


114 


% identity 


75 


NCBI Description 


(AF123253) AIM1 protein [Arabidopsis thaliana] 


Seq. No. 


221411 


Seq. ID 


LIB31 65-00 9-P1-K1 -All 


Method 


BLASTX 


NCBI GI 


gll68408 


BLAST score 


533 


E value 


1.0e-54 


Match length 


121 


% identity 


88 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 



>gi_2118268__pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


221412 


Seq. ID 


LIB3165-009-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


327 


E value 


2.0e-30 


Match length 


90 


% identity 


73 


NCBI Description 


(AF067184) aquaporin 1 


Seq. No. 


221413 


Seq. ID 


LIB31 65-00 9-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl28194 


BLAST score 


464 


E value 


1.0e-46 


Match length 


110 


% identity 


77 


NCBI Description 


NITRATE REDUCTASE (NR) 



>gi_81572_pir A41667 nitrate 

reductase (NADH) (EC 1.6.6.1) - winter squash >gi_1674 99 
(M33154) nitrate reductase [Cucurbita maxima] 



Seq. No. 
Seq. ID 



221414 

LIB3165-009-P1-K1-A7 



31274 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3880432 

171 

3.0e-12 

60 

50 

(Z66521) 
yk!98el0. 



similar to kinensin-like protein; cDNA EST 

3 comes from this gene; cDNA EST ykl98el0.5 comes 



from this gene [Caenorhabditis elegans] 
221415 

LIB3165-009-P1-K1-B11 

BLASTX 

g3914605 

530 

3.0e-54 

124 
81 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

221416 

LIB3165-009-P1-K1-B12 

BLASTX 

g289920 

587 

5.0e-61 

108 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221417 

LIB3165-009-P1-K1-B3 

BLASTX 

g551428 

92 

1.0e-08 

89 
43 

(X78996) tetrafunctional protein [Cucumis sativus] 
221418 

LIB3165-009-P1-K1-B4 

BLASTX 

g4091806 

364 

8.0e-35 

115 
64 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 



Seq. No. 



221419 



31275 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-B5 

BLASTX 

g4337025 

186 

5.0e-14 

92 

48 

(AF123253) AIM1 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221420 

LIB3165-009-P1-K1-B6 

BLASTX 

g2661021 

559 

1.0e-57 

107 
96 

(AF035255) catalase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221421 

LIB3165-009-P1-K1-B9 

BLASTX 

g4204267 

461 

3.0e-46 

114 

77 

(AC005223) 55585 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221422 

LIB3165-009-P1-K1-C1 

BLASTX 

g551428 

188 

3.0e-14 

108 
40 

(X78996) tetrafunctional protein [Cucumis sativus] 
221423 

LIB3165-009-P1-K1-C4 

BLASTX 

gll5705 

479 

2.0e-48 

105 

87 

CATALASE >gi_27 9448_pir CSPM catalase (EC 1.11.1.6) 

garden pea >gi_20677_emb_CAA42736_ (X60169) catalase 
sativum] 



"Pisum 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221424 

LIB3165-009-P1-K1-C7 

BLASTX 

g4406530 

293 

2.0e-26 



31276 



Match length 

% identity 

NCBI Description 



104 
62 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221425 

LIB3165-009-P1-K1-C8 

BLASTX 

g2306917 

301 

1.0e-27 

71 
86 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 


221426 


Seq. ID 


LIB3165-009-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


302 


E value 


1.0e-27 


Match length 


107 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221427 


Seq. ID 


LIB3165-009-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4115357 


BLAST score 


190 


E value 


2.0e-14 


Match length 


90 


% identity 


44 


NCBI Description 


(AC005 957) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221428 


Seq. ID 


LIB3165-009-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3928760 


BLAST score 


223 


E value 


3.0e-18 


Match length 


108 


% identity 


48 


NCBI Description 


(AB011797) homolog to plastid-lipid-associated protein 




[Citrus unshiu] 


Seq. No. 


221429 


Seq. ID 


LIB3165-009-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2661021 


BLAST score 


566 


E value 


2.0e-58 


Match length 


110 


% identity 


96 


NCBI Description 


(AF035255) catalase [Glycine max] 



Seq. No. 



221430 



31277 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-D5 

BLASTX 

gl352821 

486 

4.0e-49 

94 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221431 

LIB3165-009-P1-K1-D6 - 

BLASTX 

g4455208 

309 

2.0e-28 

117 

59 

(AL035440) putative protein [Arabidopsis thaliana] 
221432 

LIB3165-009-P1-K1-D7 

BLASTX 

gl709690 

318 

2.0e-29 

87 

70 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE {PEPTIDE MET (O) 

REDUCTASE) >gi_107 6454_pir S55365 probable peptide 

methionine sulfoxide reductase - rape 
>gi_853739_emb__CAA88538_ (Z48619) peptide methionine 
sulfoxide reductase [Brassica napus] 

>gi_11434 06_emb_CAA63919_ (X94225) methionine sulfoxide 
reductase [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221433 

LIB3165-009-P1-K1-D8 

BLASTX 

g3298548 

434 

5.0e-43 

115 

71 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221434 

LIB3165-009-P1-K1-D9 

BLASTN 

gl8058 

293 

1.0e-164 

357 



31278 



% identity 

NCBI Description 



96 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221435 

LIB3165-009-P1-K1-E3 

BLASTX 

gl32794 

437 

2.0e-43 

112 
75 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L22 >gi_71288_pir R5NT22 

ribosomal protein L22 - common tobacco chloroplast 
>gi_11866_emb_CAA77382_ (Z00044) ribosomal protein L22 

[Nicotiana tabacum] >gi_225236_prf 1211235BU ribosomal 

protein L22 [Nicotiana tabacum] 



Seq. No. 


221436 


Seq. ID 


LIB3165-009-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g81548 


RT,AST qrore 

J_)J_IXT.kJ -L O v>U J. C 


433 


E value 


6.0e-43 


Match length 


110 


% identity 


77 


NCBI Description 


catalase (EC 1.11.1.6) chain 1 - upland cotton 


Seq. No. 


221437 


Seq. ID 


LIB3165-009-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


631 


E value 


4.0e-66 


Match length 


128 


% identity 


95 


NCBI Description 


(M86720) ribulose bisphosphate carboxylase/oxygenase 




activase [Arabidopsis thaliana] >gi_2642155 (AC003000 




Rubisco activase [Arabidopsis thaliana] 


Seq. No. 


221438 


Seq. ID 


LIB3165-00 9-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


546 


E value 


3.0e-56 


Match length 


114 



% identity 

NCBI Description 



96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221439 

LIB3165-009-P1-K1-E9 

BLASTX 

g3550519 



31279 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



367 

3.0e-35 

106 

63 

(AJ007630) oxygenase [Nicotiana tabacum] 
221440 

LIB3165-009-P1-K1-F10 

BLASTX 

gl352821 

574 

2.0e-59 

112 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1-1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221441 

LIB3165-009-P1-K1-F11 

BLASTX 

g2661021 

525 

1.0e-53 

109 
92 

(AF035255) catalase [Glycine max] 



221442 

LIB3165-009-P1-K1-F3 

BLASTX 

g4415992 

607 

2.0e-63 

121 
96 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



221443 

LIB31 65-00 9-P1-K1-F8 

BLASTX 

g4454458 

276 

2.0e-24 

104 
60 

(AC006234) unknown protein [Arabidopsis thaliana] 
221444 

LIB3165-009-P1-K1-G10 

BLASTX 

g!354515 

220 

6.0e-18 
101 



31280 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



AA 



50 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

221445 

LIB3165-009-P1-K1-G3 

BLASTX 

gl31384 

311 

1.0e-28 

75 

80 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_8 1934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X15350) precursor 
-81 to 248) [Pisum sativum] >gi_34 4 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

221446 

LIB3165-009-P1-K1-G5 

BLASTX 

gl352821 

479 

4.0e-50 

108 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221447 

LIB3165-009-P1-K1-G7 

BLASTX 

gl256595 

369 

2.0e-35 

106 

65 

(U38915) LytB [Synechocystis PCC6803] 
221448 . 

LIB3165-009-P1-K1-G8 

BLASTX 

g20729 

4 62 

2.0e-46 

125 
75 



NCBI Description (X15190) precursor (AA 



to 337) [Pisum sativum] 



Seq. No. 



221449 



31281 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-H10 

BLASTX 

g3860323 

377 

2.0e-36 

78 
88 

(AJ012688; 



hypothetical protein [Cicer arietinum] 



221450 

LIB3165-009-P1-K1-H11 

BLASTX 

gl31167 

311 

1.0e-28 

120 
62 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor - 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 

221451 

LIB3165-009-P1-K1-H3 

BLASTN 

gl8058 

76 

1.0e-34 

260 

83 

Citrus limon cistron for 26S ribosomal RNA 
221452 

LIB3165-009-P1-K1-H5 

BLASTX 

g3096949 

397 

1.0e-38 

121 

60 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

221453 

LIB3165-009-P1-K1-H7 

BLASTX 

g3914940 

389 

9.0e-38 

128 

65 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



31282 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



221454 

LIB3165-009-P1-K1-H9 

BLASTX 

g2245066 

348 

6.0e-33 

117 

53 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
221455 

LIB3165-011-P1-K1-A11 

BLASTX 

gl69199 

143 

3.0e-09 

48 

33 

(K00973) Major Cab protein [Petunia sp.] 
221456 

LIB3165-011-P1-K1-A2 

BLASTX 

g3023752 

280 

6.0e-25 
103 
58 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_l 418 98 2_emb__CAA997 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



221457 

LIB3165-011-P1-K1-A3 

BLASTX 

g4406530 

349 

5.0e-33 

118 
63 

(AF126870) rubisco activase [Vigna radiata] 
221458 

LIB3165-011-P1-K1-A4 

BLASTN 

g2687430 

42 

6.0e-15 

86 
87 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 

221459 

LIB3165-011-P1-K1-A7 

BLASTX 

gl352821 



31283 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



554 

5.0e-57 

108 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



221460 

LIB3165-011-P1-K1-A8 

BLASTX 

g541979 

313 

9.0e-29 

79 
80 

guanine nucleotide regulatory protein - fava bean 
>gi_303744_dbj_BAA02113_ (D12545) GTP-binding protein 
[Pisum sativum] >gi_452361_emb_CAA82709_ (Z29592) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738937_prf 2001457E GTP-binding protein [Pisum 

sativum] >gi_1098295jprf 2115367C small GTP-binding 

protein [Vicia faba] 

221461 

LIB3165-011-P1-K1-A9 

BLASTX 

g289920 

678 

1.0e-71 

128 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221462 

LIB3165-011-P1-K1-B1 

BLASTX 

gl346155 

639 

5.0e-67 

138 
89 

SERINE HYDROX YMETH YLTRANS FERAS E , MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE ) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

221463 

LIB31 65-01 1-P1-K1-B11 

BLASTX 

g2677828 

460 



312B4' 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



5.0e-46 

131 

66 

(U93166) 



cysteine protease [Prunus armeniaca] 



221464 

LIB3165-011-P1-K1-B2 

BLASTX 

g2911085 

341 

5.0e-32 

134 

57 

(AL021960) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] 

221465 

LIB3165-011-P1-K1-B4 

BLASTX 

g231688 

237 

4.0e-21 

99 
63 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18 4 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

221466 

LIB3165-011-P1-K1-B6 

BLASTX 

gl00615 

261 

8.0e-23 

115 

48 

ribulose-bisphosphate carboxylase activase A short form 

precursor - barley >gi_167091 (M55447) ribulose 

1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 



221467 

LIB3165-011-P1-K1-B7 

BLASTX 

g4115726 

152 

6.0e-10 

115 
32 

(AB015947) aquaporin-4 
221468 

LIB3165-011-P1-K1-B8 

BLASTX 

gl053216 

486 



[Bos taurus] 



31285 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-49 

92 
98 

(U39475) 



chlorophyll a/b-binding protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221469 

LIB3165-011-P1-K1-C12 

BLASTX 

g289920 

450 

6.0e-45 

112 

79 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221470 

LIB3165-011-P1-K1-C2 

BLASTX 

gl352821 

604 

7.0e-63 

112 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221471 

LIB3165-011-P1-K1-C3 

BLASTX 

g505482 

524 

2.0e-53 

139 

78 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221472 

LIB3165-011-P1-K1-C6 

BLASTX 

g4539335 

262 

8.0e-23 

132 
44 

(AL035539) putative protein [Arabidopsis thaliana] 
221473 

LIB3165-011-P1-K1-C8 

BLASTX 

gl66835 

729 

1.0e-77 



31286 



Match length 

% identity 

NCBI Description 



141 
97 



(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 





Seq. No. 


Z /. 1 4 / 4 




Seq. ID 


T TT5^1 — fll 1 —Pi -T<n —HI 




Method 


bLAblA 




NCBI GI 


go iz o 1 / / 




BLiAbi score 






E value 


4 . Ue-o4 






_L Z. J 




% identity 


82 




NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 




Seq. No. 


221475 




Seq. ID 


LIB3165-011-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g417103 




BLAST score 


654 




E value 


9.0e-69 




Match length 


131 




% identity 


100 




NCBI Description 


HISTONE H3.2, MINOR >gi 282871 pir S24346 histone 



H3.3-like protein - Arabidopsis thaliana 
>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi__4 04 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_4 8ff567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3 . 2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_einb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4 0384 69_gb_AAC97380__ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44907 54_emb_CAB38 916 . 1__ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

221476 

LIB3165-011-P1-K1-D11 

BLASTX 

g2462931 

512 

3.0e-52 

102 
90 

(Z83833) UDP-glucose : sterol glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 221477 

Seq. ID LIB3165-011-P1-K1-D2 



31287 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122232 

278 

1.0e-24 

105 
58 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi~4 454008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221478 

LIB3165-011-P1-K1-D6 

BLASTX 

gl935914 

184 

1.0e-13 

63 
56 

(U77347) lethal leaf-spot 



1 homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221479 

LIB3165-011-P1-K1-D8 

BLASTX 

g289920 

699 

4.0e-74 

130 
99 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221480 

LIB3165-011-P1-K1-D9 

BLASTX 

g2970051 

421 

2.0e-41 

113 

71 

(AB012110) ARG10 [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221481 

LIB3165-011-P1-K1-E10 

BLASTX 

g2501578 

619 

1.0e-64 

132 

95 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_212 9913_pir S 600 4 7 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 



221482 



31288 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-011-P1-K1-E12 

BLASTX 

gll68411 

529 

4.0e-54 

128 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221483 

LIB3165-011-P1-K1-E3 

BLASTX 

g3023281 

429 

2.0e-42 

131 

63 

HIGH AFFINITY AMMONIUM TRANSPORTER 

>gi_2065194_emb_CAA64 475_ (X95098) ammonium transporter 
[Lycopersicon ^ esculent urn] 



Seq. No. 


001 A Q A 

ZZ ±4 o 4 


Seq. ID 


LIB3165-011-P1-K1-E5 


Method 


BLASTX 


NCBI bl 


go / uz joz 


BLAST score . 


o o c 


E value 


i . ue-i y 


Match length 


Q Pi 


% identity 


04 


NCBI Description 


(ACUUooy/J unknown prote 


Seq. No. 


221485 


Seq. ID 


LIB3165-011-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4467158 


BLAST score 


281 


E value 


5.0e-25 


Match length 


125 


% identity 


57 


NCBI Description 


(AL035540) putative prbt 


Seq. No. 


221486 


Seq. ID 


LIB3165-011-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


508 


E value 


1.0e-51 


Match length 


134 


% identity 


78 


NCBI Description 


(X15190) precursor (AA - 


Seq. No. 


221487 


Seq. ID 


LIB3165-011-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


578 


E value 


7.0e-60 



[Pisum sativum] 



31289 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
10 

(X98063) polyubiquitin [Pinus sylvestris] 
221488 

LIB3165-011-P1-K1-F1 

BLASTX 

gl708313 

475 

8.0e-48 

100 
95 

HEAT SHOCK PROTEIN 
(S77849) heat-shock 
thaliana=thale-cress, Peptide, 
thaliana] 



1-3 (HSP81-3) >gi_999396_bbs_163637 
Protein=HSP81-3 [Arabidopsis 

699 aa] [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221489 

LIB3165-011-P1-K1-F12 

BLASTX 

g2501568 

177 

8.0e-13 

55 
55 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342__dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp.] 

221490 

LIB3165-011-P1-K1-F2 

BLASTX 

gl352821 

742 

4.0e-79 

141 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221491 

LIB3165-011-P1-K1-F4 

BLASTX 

g266893 

564 

3.0e-58 

122 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67 674) rubisco activase [Cucumis 
sativus] 



31290 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221492 

LIB3165-011-P1-K1-F5 

BLASTX 

gl352821 

600 

2.0e-62 

114 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221493 

LIB3165-011-P1-K1-F7 

BLASTX 

g3212852 

259 

2.0e-22 

98 
53 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221494 

LIB3165-011-P1-K1-F8 

BLASTX 

gll68411 

545 

5.0e-56 

135 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221495 

LIB3165-011-P1-K1-G1 

BLASTX 

g68200 

379 

2.0e-36 

99 

80 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221496 

LIB3165-011-P1-K1-G10 

BLASTX 

gl483218 

182 

2.0e-13 

102 
41 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221497 

LIB3165-011-P1-K1-G11 

BLASTX 

gl352821 

594 

1.0e-61 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221498 


Seq. ID 


LIB3165-011-P1-K1-G12 


Metnoa 


T3T TS. QTV 
£3J_j/l0 1 A 


NCBI GI 


~on too 
gzu / z y 


BLAST score 


A C\ C 


E value 


l . ue 


Match length 


i no 
1 U o 


% identity 


/ D 


JNU.DJL JJcSCripLlUil 




Seq. No'. 


221499 


Seq. ID 


LIB31 65-01 1-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl703129 


BLAST score 


553 


E value 


6.0e-57 


Match length 


103 


% identity 


98 


NCBI Description 


ACTIN 11 >gi 2129522 pir 




thaliana >gi_1002533 (U2* 




thaliana] 


Seq. No. 


221500 


Seq. ID 


LIB3165-011-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


395 


E value 


2.0e-38 


Match length 


128 



[Pisum sativum] 



% identity 

NCBI Description 



66 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



221501 

LIB3165-011-P1-K1-G5 

BLASTX 

gl31384 

534 

8.0e-55 

115 
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% identity yi _ _ 

NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_J344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 221502 

Seq. ID LIB3165-011-P1-K1-G6 

Method BLASTX 

NCBI GI gl781348 

BLAST score 64 5 

E value 1.0e-67 

Match length 140 

% identity 89 

NCBI Description (Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

Seq. No. 221503 

Seq. ID LIB3165-011-P1-K1-H1 

Method BLASTX 

NCBI GI g4105798 

BLAST score 229 

E value 6.0e-19 

Match length 61 

% identity 61 

NCBI Description (AF049930) PGP237-11 [Petunia x hybrida] 

Seq. No. 221504 

Seq. ID LIB3165-011-P1-K1-H10 

Method BLASTX 

NCBI GI gl351630 

BLAST score 254 

E value 7 .0e-22 

Match length 104 

% identity 4 8 



NCBI Description PROBABLE RNA 3' -TERMINAL PHOSPHATE CYCLASE 
(RNA-3* -PHOSPHATE CYCLASE) (RNA CYCLASE) 

>gi_2130253_pir S62537 hypothetical protein SPAC12G12 . 06c 

- fission yeast ( Schizosaccharomyces pombe) 
>gi_1052524_emb_CAA91501_ (Z66568) SPAC12G12 . 06c, unknown, 
len: 363 [Schizosaccharomyces pombe] 

221505 

LIB3165-011-P1-K1-H11 
BLASTX 
g3738261 
212 

5.0e-17 
54 
83 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221506 

LIB3165-011-P1-K1-H4 

BLASTX 

g4490728 

324 

4.0e-30 

99 

64 

(AL035709) putative protein [Arabidopsis thaliana] 
221507 

LIB3165-011-P1-K1-H9 

BLASTN 

gl6472 

41 

9.0e-14 

228 
79 

A. thaliana rRNA repeat unit, most frequent IGR type 
221508 

LIB3165-012-P1-K1-A10 

BLASTX 

g2864617 

266 

3.0e-23 

124 
52 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
■BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221509 

LIB3165-012-P1-K1-A2 

BLASTX 

g4406530 

355 

1.0e-33 

98 
74 

(AF126870) rubisco activase [Vigna radiata] 
221510 

LIB3165-012-P1-K1-A3 

BLASTX 

gll5470 

259 

9.0e-23 

91 

60 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 



Seq. No. 



221511 



31294 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-A6 

BLASTX 

gll68411 

537 

4.0e-55 

127 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221512 

LIB3165-012-P1-K1-A9 

BLASTX 

gl352821 

539 

3.0e-55 

102 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221513 

LIB3165-012-P1-K1-B10 

BLASTX 

gl709651 

391 

6.0e-38 

119 

65 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi__929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221514 

LIB3165-012-P1-K1-B2 

BLASTX 

g20729 

383 

4.0e-37 

106 
74 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



221515 

LIB3165-012-P1-K1-B4 

BLASTX 

g4406530 

247 

2.0e-28 

92 

68 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



221516 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-B5 

BLASTX 

gll99772 

284 

2.0e-25 

120 
56 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 



beq. no. 


991 R1 7 
Z Z J. O ± f 


Seq. ID 


LIB3165-012-P1-K1-B8 


Method 


BLASTX 


NUbl bl 




BLAbl score 


1 A Q 
1 41 y 


E value 


j. . ue uy 


Match length 




% identity 


A 9 
4 Z 


NCBI Description 


^riUU U ^ O 1 Z ) lO.EO.-LU L^- 1 - aJJlUUp&ia 


Seq. No. 


991 RI fi 
ZZ 10 ICS 


Seq. ID 


TTmicc; ni o di "Cf i — r* i 9 
LiDjJ-OJ-UlZ-rl-l\l-tiZ 


Method 


DT 7\P HTV 


NCBI GI 


g4454466 


BLAST score 


197 


E value 


3 . ue-lo 


Match length 


c o 

oz 


% identity 




NCBI Description 


^^iUUUOZO^J UnJCriOWIl piULclu Lri.LclJO 


Seq. No. 


9 91 CI Q 

zzioiy 


beq. iu 


T TR?1 fiR-01 9-P1 -K1 -C3 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


381 


E value 


6.0e-37 


Match length 


102 


% identity 


79 


NCBI Description 


fructose-bisphosphate aldolase ( 




chloroplast - spinach >gi_22633_ 




fructose-bisphosphate aldolase [ 


Seq. No. 


221520 


Seq. ID 


LIB3165-012-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl31385 


BLAST score 


525 


E value 


1.0e-53 


Match length 


127 



,1.2.13) 



precursor, 
(X66814) 



% identity 

NCBI Description 



84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PH0T0SYSTEM II) (33 KD 
THYLAK0ID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 



221521 

LIB3165-012-P1-K1-C6 



31296 



Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72664 

175 

1.0e-12 

37 
92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi__4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi__168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221522 

LIB3165-012-P1-K1-C7 

BLASTX 

gll68728 

339 

8.0e-32 

116 

53 

CINNAMYL -ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



1 (CAD) >gi_598071 (L37883) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221523 

LIB3165-012-P1-K1-C8 

BLASTX 

g487046 

264 

4.0e-23 

109 

49 

photosystem I chain II precursor - wood tobacco 
>gi_4077 69_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221524 

LIB3165-012-P1-K1-D1 

BLASTX 

g4481934 

143 

7.0e-09 

101 
15 

(AL035640) CDA peptide synthetase I 
coelicolor ] 



[Streptomyces 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221525 

LIB3165-012-P1-K1-D10 

BLASTX 

g4545262 

165 

2.0e-ll 

44 
66 

(AF118230) metallothionein-like protein [Gossypium 



31297 



hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221526 

LIB3165-012-P1-K1-D11 

BLASTX 

g3123271 

497 

2.0e-50 

114 

84 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ 
ribosomal protein S6 [Arabidopsis thaliana] 



(Y14052) 



Seq. No. 


221527 






Seq. ID 


LIB3165- 


012-P1-K1- 


D12 


Method 


BLASTX 






NCBI GI 


gl617206 






BLAST score 


344 






E value 


2.0e-32 






Match length 


78 






% identity 


78 






NCBI Description 


(Z72489) 


CP12 [Pisum sativum] 


Seq. No. 


221528 






Seq. ID 


LIB3165- 


012-P1-K1- 


-D2 


Method 


BLASTX 






NCBI GI 


g542020 






BLAST score 


348 






E value 


4.0e-45 






Match length 


121 






% identity 


77 






NCBI Description 


sucrose 


transport 


protein - c 



>gi_468562_emb_CAA83436_ (Z31561) sucrose carrier [Ricinus 
communis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221529 

LIB3165-012-P1-K1-D5 

BLASTX 

g282833 

296 

8.0e-27 

73 
84 

phosphoglycerate kinase (EC 2.7.2.3) 



spinach (fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221530 

LIB3165-012-P1-K1-D6 

BLASTX 

g693916 

171 

3.0e-12 

66 
59 

(U21111) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 



221531 



31298 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-D7 

BLASTX 

g3831458 

133 

3.0e-16 
114 
36 

(AC005700) 



hypothetical protein [Arabidopsis thaliana] 



221532 

LIB3165-012-P1-K1-E10 

BLASTX 

g3193326 

171 

3.0e-12 

83 
52 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 

221533 

LIB3165-012-P1-K1-E11 

BLASTX 

gl352683 

163 

3.0e-ll 

46 

72 

PROTEIN PHOSPHATASE 2C PPH1 (PP2C) >gi_995839 (U34803) 
protein phosphatase homolog [Arabidopsis thaliana] 

221534 

LIB3165-012-P1-K1-E12 

BLASTX 

g3377812 

194 

7.0e-15 

62 

68 

(AF076275) contains similarity to heavy-metal-associated 
domain containing proteins (Pfam: HMA.hm, score: 12.02) 
[Arabidopsis thaliana] 

221535 

LIB3165-012-P1-K1-E2 

BLASTX 

gl408471 

535 

7.0e-55 

120 
82 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 



221536 



31299 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-E3 

BLASTX 

gl31187 

301 

2.0e-27 

132 

55 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523__ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221537 

LIB3165-012-P1-K1-E5 

BLASTX 

g4510373 

266 

3.0e-23 

72 
71 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221538 

LIB3165-012-P1-K1-E6 

BLASTX 

gl!30682 

323 

5.0e-30 

62 
100 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
221539 

LIB3165-012-P1-K1-E7 

BLASTX 

g2209332 

610 

1.0e-63 

133 
86 

(U89272) chloroplast membrane protein ALBIN03 [Arabidopsis 
thaliana] >gi_3927828 (AC005727) chloroplast membrane 
protein ALBIN03 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221540 

LIB3165-012-P1-K1-E8 

BLASTN 

g2687434 

307 

1.0e-172 

367 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 



31300 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



partial sequence 
221541 . 

LIB3165-012-P1-K1-E9 

BLASTX 

g4406530 

329 

1.0e-30 

92 
74 

(AF126870) rubisco activase [Vigna radiata] 
221542 

LIB3165-012-P1-K1-F10 

BLASTX 

gl706107 

632 

3.0e-66 

130 

95 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi 1143709 (U13630) chloroplast phosphate/triose-phosphate 
translocator precursor [Brassica oleracea] 

221543 

LIB3165-012-P1-K1-F11 

BLASTX 

g421826 

291 

2.0e-26 

57 

88 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

221544 

LIB3165-012-P1-K1-F3 

BLASTX 

gll68408 

574 

2.0e-59 
128 
8 9 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi 2118268__pir S58168 f ructose-bisphosphate aldolase (EC 

4.172.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

221545 

LIB3165-012-P1-K1-F6 

BLASTX 

gl352821 

671 

8.0e-71 

126 
95 



31301 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221546 

LIB3165-012-P1-K1-F7 

BLASTX 

g4105794 

200 

2.0e-15 

45 

62 

(AF049928) PGP224 [Petunia x hybrida] 
221547 

LIB3165-012-P1-K1-F9 

BLASTX 

g4008159 

269 

8.0e-24 

84 
64 

(AB015601) DnaJ homolog [Salix gilgiana] 
221548 

LIB3165-012-P1-K1-G3 

BLASTX 

g462195 

432 

9.0e-43 

93 
91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



22154 9 

LIB3165-012-P1-K1-G5 

BLASTX 

gl653089 

305 

7.0e-28 

89 

63 

(D90911) hypothetical protein [Synechocystis sp.] 
221550 

LIB3165-012-P1-K1-G6 

BLASTX 

gll70711 

394 

2.0e-38 
92 



31302 



% identity 86 

NCBI Description SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 60832_emb__CAA53181 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_17 69889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221551 

LIB3165-012-P1-K1-G7 

BLASTX 

g3288821 

557 

2.0e-57 

133 

78 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221552 

LIB3165-012-P1-K1-G8 

BLASTX 

g4468979 

278 

6.0e-25 

54 
94 

(AL035605) putative protein [Arabidopsis thaliana] 
221553 

LIB3165-012-P1-K1-H10 

BLASTX 

g4406530 

296 

2.0e-27 

59 

95 

(AF126870) rubisco activase [Vigna radiata] 
221554 

LIB3165-012-P1-K1-H11 

BLASTN 

g2687435 

262 

1.0e-145 

350 
95 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 221555 

Seq. ID LIB3165-012-P1-K1-H5 

Method BLASTX 

NCBI GI g2662343 

BLAST score 587 

E value 6.0e-61 

Match length 116 



31303 



% identity 


97 




(D63581) 


Seq. No. 


221556 


Seq. ID 


LIB3165-C 


Method 


BLASTX 


NCBI GI 


g3202032 


BLAST score 


263 


E value 


4.0e-23 


Match lenoth 


96 


% identity 


41 


NCRI Descriotion 


(AF06931 


Seq. No. 


221557 


Sea ID 


LIB3165- 


Mpi"h od 


BLASTX 




al791309 


BLAST score 


203 


E value 


5.0e-16 


Match lencfth 


106 


% identity 


50 


NIHRT npQpri nt 1 1 nn 

INODl Ucoull^i 


(U83500) 




thaliana 




pvs t a t hi 


Seq. No. 


221558 




LIB3165- 


Method 


BLASTX 


NCBI GI 


gl684857 


RT.A^T qrnrp 


596 


R value 


5.0e-62 




120 


o j_ i 1 1 i- i— y 


40 


KTPRT Dp^rri nfi nn 


(U77940) 


Sea No . 


221559 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


734 


E value 


4.0e-78 


Match length 


143 


% identity 


65 



(D63581) EF-1 alpha [Oryza sativa] 



leaf catalase [Mesembryanthemum crystallinum] 



-H8 



-H9 



013-P1-K1-A2 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22 654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



221560 

LIB3165-013-P1-K1-A6 

BLASTX 

g4406530 

627 



31304 



E value 1.0e-65 

Match length 132 

; % identity 88 

NCBI Description (AF126870) rubisco activase [Vigna radiata] 

Seq. No. 221561 

Seq. ID LIB3165-013-P1-K1-A7 

Method BLASTX 

NCBI GI gll72664 

BLAST score 207 

E value 2.0e-16 

Match length 45 

% identity 91 



NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs__127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221562 

LIB3165-013-P1-K1-B1 

BLASTX 

g2956717 

268 

2.0e-23 

117 

55 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221563 

LIB3165-013-P1-K1-B11 

BLASTX 

g2738756 

549 

3.0e-63 

130 
94 

(AF016282) 
thaliana] 



5 ? -adenylylsulfate reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221564 

LIB3165-013-P1-K1-B12 

BLASTX 

g4406530 

361 

2.0e-34 

98 
76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



221565 

LIB3165-013-P1-K1-B2 

BLASTX 

g487046 

426 



31305 



E value 
Match length 
% identity 
NCBI Description 



5.0e-42 

141 
60 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221566 

LIB3165-013-P1-K1-B4 

BLASTN 

g4519194 

34 

1.0e-09 

194 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17 , complete sequence 

221567 

LIB3165-013-P1-K1-B5 

BLASTX 

g3184098 

276 

2.0e-24 
134 
46 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



221568 

LIB3165-013-P1-K1-B6 

BLASTX 

gll74162 

580 

4.0e-60 

109 

92 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
221569 

LIB3165-013-P1-K1-B7 

BLASTX 

gl217601 

266 

2.0e-23 

56 
88 

(D42070) PSI-E subunit of photosystem I [Nicotiana 
sylvestris] 

221570 

LIB3165-013-P1-K1-B8 

BLASTX 

g3033400 

562 



31306 



E value 
Match length 
% identity 
NCBI Description 



5.0e-58 

128 

84 

(AC004238! 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221571 

LIB3165-013-P1-K1-C11 

BLASTX 

gl352821 

574 

2.0e-59 

108 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221572 

LIB3165-013-P1-K1-C2 

BLASTX 

g68200 

528 

5.0e-54 

134 
81 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia olera^ea] 

221573 

LIB3165-013-P1-K1-C3 

BLASTX 

g2664210 

368 

2.0e-40 

139 

57 

(AJ222644) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



221574 

LIB3165-013-P1-K1-C4 

BLASTX 

g2244806 

257 

3.0e-22 

138 
46 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
221575 

LIB3165-013-P1-K1-C6 

BLASTX 

g2894565 



31307 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 

8.0e-10 

70 
67 

(AL021890) heat shock protein 



like [Arabidopsis thaliana] 



221576 

LIB3165-013-P1-K1-C7 

BLASTX 

gll5471 

625 

2.0e-65 

140 

82 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_10007 8_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

221577 

LIB3165-013-P1-K1-C8 

BLASTX 

g231610 

279 

7.0e-27 

113 

63 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221578 

LIB3165-013-P1-K1-D10 

BLASTX 

g!00616 

387 

2.0e-37 

100 
76 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1 , 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

221579 

LIB3165-013-P1-K1-D12 

BLASTX 

gl710112 

423 

7.0e-42 

101 

82 

(U53864) PRH19 [Arabidopsis thaliana] 



31308 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221580 

LIB3165-013-P1-K1-D4 

BLASTX 

g2244954 

105 

2.0e-09 

44 
60 

(Z97340) strong similarity to ATsEH (EC 3.3,2.3) - 
Arabidopsis thaliana [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221581 

LIB3165-013-P1-K1-D8 

BLASTX 

gl946367 

164 

3.0e-ll 

57 

51 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221582 

LIB3165-013-P1-K1-D9 

BLASTX 

g266893 

715 

6.0e-76 

139 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322 4 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 


221583 


Seq. ID 


LIB3165-013-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


492 


E value 


8.0e-50 


Match length 


127 


% identity 


76 


NCBI Description 


(D83007) subunit of photosystem 


Seq. No. 


221584 


Seq. ID 


LIB3165-013-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl31385 


BLAST score 


562 


E value 


5.0e-58 


Match length 


136 


% identity 


85 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



31309 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221585 

LIB3165-013-P1-K1-E11 

BLASTX 

g!66834 

705 

9.0e-75 
137 
97 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Corf K\r> 

oeq ■ jnu . 


921 6 


Seq. ID 


LIB3165-013-P1-K1-E3 


Method 


BLASTX 


MfDT (IT 


a2829903 


dLHoI score 




lit valUc 




Mra'Hr^V^ 1 on <~ri~ H 


75 


-s laennty 


O -7 


LnUd± UcSClipLlUIl 


f Arnn?^1 1 ^ unknown ctrotein fArabidoosis thaliana 


o e q . ln o . 


991 S87 

JO / 


Seq. ID 


LIB3165-013-P1-K1-E4 


Method 


BLASTN 


MHDT C T 




DMbi score 


O -3 


E value 






97 


-5 identity 


Q Q 
O .7 


JNuoi uescription 


Zlr-a"h i Honq -i <s "hlnpli^'Ti^ rrf^nnTYl 1 r* DNA. . rhroiROSOIUS 5 m 

i\±. ClU -J- KX\J \J O -L O L.11CLJ LC1.11CI yCUUUti^ i—i Lin ^ k^l i J. villv >j / 




M7.N1 pomnlpte seauence fArabidoosis thaliana! 


o e q . in o * 




Seq. ID 


LIB3165-013-P1-K1-E5 


Method 


BLASTX 


MpDT CT 


rr4 4 0 R ^0 


i3j_ii\o i score 




E value 


j.Uc -J *± 


Match length 


118 


% identity 


64 


NCBI Description 


(AF12 6870) rubisco activase [Vigna radiata] 


Seq. No. 


221589 


Seq. ID 


LIB3165-013-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3914435 


BLAST score 


399 


E value 


7.0e-39 


Match length 


109 


% identity 


67 


NCBI Description 


PROFILIN 1 >gi__3021375_emb_CAA11756_ (AJ223982) 




[Glycine max] 


Seq. No. 


221590 


Seq. ID 


LIB3165-013-P1-K1-F1 


Method 


BLASTX 



PI clone 



31310 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g445116 
142 

6.0e-15 

73 
57 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



221591 

LIB3165-013-P1-K1-F10 

BLASTX 

gl352821 

713 

1.0e-75 

135 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221592 


Seq. ID 


LIB3165-013-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3282092 


BLAST score 


163 


E- value 


3.0e-ll 


Match length 


106 


% identity 


38 


NCBI Description 


(AJ007446) hypothetical protein [Thermotoga neapolitana] 


Seq. No. 


221593 


Seq. ID 


LIB3165-013-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


469 


E value 


5.0e-47 


Match length 


124 


% identity 


79 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221594 

LIB3165-013-P1-K1-F4 

BLASTX 

gl439609 

592 

2.0e-61 

119 

55 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 



221595 



31311 



il 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. Nc . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-013-P1-K1-F5 

BLASTX 

gl00196 

473 

1.0e-47 

105 

82 

chlorophyll a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(cab-11) - tomato 



>?1596 



r .-013-Pl-Kl-F9 



BLA. 

g382I78, 
36 

1.0e-10 

37 
61 

Xenopus 



laevis cDNA clone 27A.6-1 



221597 

LIB3165-013-P1-K1-G1 

BLASTX 

g479406 

525 

1.0e-53 

103 

65 

chlorophyll a/b-binding protein - garden pea 

>gi_2~~ 71_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 

prot : [Pisum sativum] 

\ .598 

L.B3165-013-P1-K1-G11 

BLASTX 

g!20663 

546 

4.0e-56 

135 

77 

GLYCERALDEHYDE 3-PHOSPHATF DROGE^ASE B PRECURSOR, 

CHLOROPLAST >gi_6f\ ~ DEPMNB 

glyceraldehyde-3-f aodp ia .e dehydrogenase (NADP+) 
(phosphorylating; (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativ^l 

221599 

LIB3165-013-P1-K1-G3 

BLASTX 

g!350680 

521 

3.0e-53 

120 

80 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 



221600 



31312 



Seq. ID LIB3165-013-P1-K1-G6 

Method BLASTX 

NCBI GI g3080390 

BLAST score 494 

E value 5.0e-50 

Match length 119 

% identity 78 

NCBI Description (AL022603) putative protein [Arabidopsis thalxana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221601 

LIB3165-013-P1-K1-G7 

BLASTX 

gl352821 

640 

4.0e-67 

122 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221602 

Seq. ID LIB3165-013-P1-K1-G9 

Method BLASTX 

NCBI GI g2088662 

BLAST score 227 

E value 1.0e-18 

Match length 116 

% identity 47 

NCBI Description (AF002109) unknown protein [Arabidopsis thaliana] 

Seq. No. 221603 

Seq. ID LIB3165-013-P1-K1-H1 

Method BLASTX 

NCBI GI gl20662 

BLAST score 57 9 

E value 5.0e-60 

Match length 119 

% identity 8 9 



NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi__81621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 (M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 

221604 

LIB3165-013-P1-K1-H10 
BLASTN 
gl8058 
187 

1.0e-101 

311 
91 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



31313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221605 

LIB3165-013-P1-K1-H12 

BLASTX 

g2832643 

200 

1.0e-15 

57 
74 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
221606 

LIB3165-013-P1-K1-H2 

BLASTX 

g625547 

495 

4.0e-50 

128 
77 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221607 

LIB3165-013-P1-K1-H3 

BLASTX 

gl352821 

567 

2.0e-58 

111 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221608 

LIB3165-013-P1-K1-H4 

BLASTX 

gl856971 

412 

2.0e-40 

91 
89 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

221609 

LIB3165-013-P1-K1-H5 

BLASTX 

gl352821 

555 

4.0e-57 

106 



31314 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 81_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 5 0505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221610 

LIB3165-013-P1-K1-H6 

BLASTX 

gl071913 

256 

4.0e-22 

110 

56 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 



Seq. No. 


221611 


Seq. ID 


LIB3165-013-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


606 


E value 


3.0e-63 


Match length 


128 


% identity 


92 


NCBI Description 


(AF047352) rubisco act. 


Seq. No. 


221612 


Seq. ID 


LIB3165-014-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


572 


E value 


4.0e-59 


Match length 


110 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221613 

LIB3165-014-P1-K1-A12 

BLASTX 

g3913651 

161 

6.0e-ll 

47 

70 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb__CAA7 435 9__ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



221614 

LIB3165-014-P1-K1-A2 



31315 



Method 


BLASTX 


NCBI GI 


g2854153 


BLAST score 


196 


E value 


4 . Oe-15 


Match 1 pnoth 


91 


% identitv 


46 


NCBI Description 


(AF045640) No definition line found [Caenorhabditis 




elegans ] 


Seq. No. 


221615 


Seq. ID 


LIB31 65-014 -P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3928760 


BLAST score 


268 


E value 


2 . Oe-23 


J. id L ^ 1 1 JL ^ J. 1 y L. 1 J. 


115 


% i Hpn 1~ i t" v 

O -1- V-A^i J. L. -L L. V 


52 


NCBI Description 


(AB011797) homolog to plastid-lipid— associated proteir 




fP"i"l~r'n <: ; nn^hiiil 


Sea No 


221616 


Seq* ID 


LIB3165-014-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST qrorp 


537 


R V3 1 HA 

£-1' V a. _L Li ^3 


5 Oe-55 


Mflf ph 1 P"nn"t~Vi 


132 


% identity 


83 


NPRT npqpri nfi on 


FRQCTOSE-BISPHOSPHATE ALDOLASE. CHLOROPLAST PRECURSOR 


Seq. No. 


221617 


Seq. ID 


LIB3165-014-P1-K1-A7 


Mp+" hi oH 


BLASTX 


NCBI GI 


g2244905 


BLAST score 


245 


F. 1 hp 

±-J V Q. JL \+L 


9 . Oe-22 


Match length 


115 


& "i Hprch i t" v 

o j-u.^iil J. u y 


50 


NCBI Description 


(Z97339) indole-3-acetate beta-glucosyltransf erase 




[Arsbi drcn^ i =3 thai i sna 1 


Seq. No. 


221618 


Seq, ID 


LIB3165-014-P1-K1-B10 


Mpf" "h nH 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


325 


E value 


3 . Oe-30 


Ma t ch length 


91 


O -L ^-J.^: J, 1 1 L l_ y 


73 


NCBI Descriotion 


(U319751 alanine aininotrarisf ^rase fChlainvdoiinonas 




y- o "i nh^ rHt" "i "i 1 


Seq. No. 


221619 


Seq. ID 


LIB3165-014-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


620 



31316 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-65 

135 
88 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

221620 

LIB3165-014-P1-K1-B12 

BLASTX 

g2342674 

294 

1.0e-26 

118 
56 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

221621 

LIB3165-014-P1-K1-B3 

BLASTX 

gl!68411 

379 

1.0e-36 

99 
80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221622 

LIB3165-014-P1-K1-B4 

BLASTX 

gl771780 

391 

6.0e-38 

108 

78 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
221623 

LIB3165-014-P1-K1-B5 

BLASTX 

gl346809 

363 

1.0e-34 

108 
64 

PATHOGEN-RELATED PROTEIN >gi_4 9907 4_emb__CAA34 64 1_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221624 

LIB3165-014-P1-K1-B6 

BLASTX 

g228403 

247 

2.0e-39 

130 
72 



31317 



NCBI Description glycolate oxidase [Lens culinaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221625 

LIB3165-014-P1-K1-B7 

BLASTN 

g2687434 

233 

1.0e-128 

285 

95 

Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221626 

LIB3165-014-P1-K1-B9 

BLASTX 

g2815246 

225 

2.0e-18 

55 
73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221627 

LIB3165-014-P1-K1-C2 

BLASTX 

g20729 

505 

2.0e-51 

122 
81 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221628 

LIB3165-014-P1-K1-C9 

BLASTX 

gl00616 

286 

1.0e-25 

64 
86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221629 

LIB3165-014-P1-K1-D1 

BLASTX 

g417103 

524 

1.0e-53 

112 
94 

HISTONE H3.2, MINOR >gi_28287 ljoir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 



31318 



>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi__488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_eirtb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157__emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218__ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4907 55_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221630 

LIB3165-014-P1-K1-D11 

BLASTX 

gl352821 

527 

7.0e-54 

102 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221631 

LIB3165-014-P1-K1-D12 

BLASTX 

g2618686 

142 

9.0e-09 

88 

40 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221632 

LIB3165-014-P1-K1-D3 

BLASTX 

g20733 

515 

2.0e-52 

118 

83 

(X15188) precursor C-terminal fragment 
[Pi sum sativum] 



A -80 to 367) 



Seq. No. 221633 

Seq. ID LIB3165-014-P1-K1-D4 

Method BLASTX 

NCBI GI g2956717 



31319 



BLAST score 169 

E value 7.0e-12 

Match length 106 

% identity 43 

NCBI Description (Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 

Seq. No. 221634 

Seq. ID LIB3165-014-P1-K1-D6 

Method BLASTX 

NCBI GI g!31385 

BLAST score 570 

E value 6.0e-59 

Match length 136 



% identity 85 

NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 221635 

Seq. ID LIB3165-014-P1-K1-D7 

Method BLASTX 

NCBI GI g3834306 

BLAST score 244 

E value 7.0e-21 

Match length 84 

% identity 57 . ■ 

NCBI Description (AC005679) EST gb_R65024 comes from this gene. [Arabrdopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221636 

LIB3165-014-P1-K1-D9 

BLASTX 

gll69494 

237 

7.0e-20 

70 
71 

, ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_949873_emb_CAA61444_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221637 

LIB3165-014-P1-K1-E1 

BLASTX 

g2119927 

612 

7.0e-64 

134 
90 

translation elongation factor G, chloroplast - soybean 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221638 

LIB3165-014-P1-K1-E11 

BLASTX 

g289920 

704 



31320 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-74 

131 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221639 

LIB3165-014-P1-K1-E12 

BLASTX 

g585118 

636 

1.0e-66 

133 
91 

FRUCTOSE- 1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_289367 (L15303) fructose-1, 6-bisphosphate [Brassica 
napus] 

221640 

LIB3165-014-P1-K1-E6 

BLASTX 

g2505876 

329 

1.0e-30 

70 
89 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
221641 

LIB3165-014-P1-K1-E7 

BLASTX 

gl70354 

533 

1.0e-54 

108 
21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
221642 

LIB3165-014-P1-K1-E8 

BLASTX 

g2621154 

144 

5.0e-09 

124 

30 

(AE000801) unknown [Methanobacterium thermoautotrophicum] 
221643 

LIB3165-014-P1-K1-F10 

BLASTX 

gl928981 

544 

7.0e-56 

116 

93 



31321 



NCBI Description 



(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 


221644 


Seq. ID 


LIB31 65-014 -P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3885511 


BLAST score 


381 


E value 


9. Oe-37 


Match length 


95 


% identity 


79 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem I 




barley [Medicago sativa] 


Seq. No. 


221645 


Seq. ID 


LIB3165-014-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


153 


TP, vfl 1 TIP 


3 . 0e-10 


Match 1 enrrth 


41 


% identity 


73 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


221646 


Sea -ID 


LIB3165-014-P1-K1-F4 

U JLJJO ± U<J W -X ^ X JL -L\. X. X T: 


Lie L11UU 




KirRT PT 


a28 94 599 


XJ XJxxw X SUUIC 


496 


Hi V CL-L U.C 






104 


% "i dpnt it" v 


83 


NPRT npqrri nf i nfi 

L N ^-y JLJ X, J_y *w* l_> V— * X- ^ J— X 


(AL02188 9} Dutative nrotein fArabidoosis thalianal 


Seq. No. 


221647 


Seq. ID 


LIB3165-014-P1-K1-F5 

XJ X. XJ U J W X ^1 X X. J-\ X X 


Mpf hod 


BLASTX 


NPRT CT 

L\ -LJ _i_ vJ 


a3063396 


BLAST score 


492 


F! 1 hp 

XJ V O.XUC 


9 . Oe-50 


M^tch 1 pncrth 


119 


% identitv 


79 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


221648 


Seq. ID 


LIB3165-014-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


542 


E value 


1.0e-55 


Match length 


121 


% identity 


88 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 



from 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_67241__pir_PASPY f ructose-bisphosphatase (EC 3.1.3.11), 
cytosolic - spinach >gi_21245_emb_CAA43860__ (X61690) 
f ructose-bisphosphatase [Spinacia oleracea] 



31322 



Seq. No. 


221649 


Seq. ID 


LIB31 65-014 -P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3290020 


BLAST score 


442 


E value 


6. Oe-44 


Match length 


96 


% identity 


91 


NCBI Description 


(AF044172) cysteine synthase; CS-A; O-acetylserine (thiol) 




lyase; cytosolic isoform [Solanum tuberosum] 


Seq. No. 


221650 


Seq. ID 


LIB3165-014-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


364 


E value 


9. Oe-35 


Match lencrth 


98 


& -j cipni - it v 


76 


NCBI DescriDtion 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221651 




LTB3 165-0 14 -P1-K1-G2 




BLASTX 


NCBI GI 


gl703129 


BLAST score 


557 


F. va 1 np 


2 . Oe-57 


rici l^ii icny L.i.i 


103 


9: i H on +■ ~i +■ w 


99 


NCBI Description 


ACTIN 11 >gi 2129522 pir S68109 actin 11 - Arabidopsis 




thaliana >gi 1002533 (U27981) actin-11 [Arabidopsis 




thaliana ] 


Sea. No. 


221652 


Seq. ID 


LIB3165-014-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


57 


F, Vr5 1 lie 


1 . 0e-23 


Match length 


144 


% iripntitv 


88 


NPRT Dpsrrinf i on 


Citrus lixuon cistron for 26S ribosomal RNA 




221653 


Seq. ID 


LIB3165-014-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl346155 


BLAST score 


611 


E value 


9.0e-64 


Match length 


133 


% identity 


89 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 



(SERINE METHYLASE) {GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 



31323 



hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 


221654 


Seq. ID 


LIB3 165-0 14 -P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g994736 


BLAST score 


148 


E value 


5 . 0e-10 


Match length 


52 


% identity 


60 


NCBI Description 


(Mioo^/) LacUr^i— aipna peptide rroni puuy, putative [cioning 




vectors] >gi 994738 (M18328) LacOPZ-alpha peptide from 




pUC9; putative [cloning vectors] >gi_994740 (M18329) 




LacOPZ-alpha peptide from pQC9; putative [cloning vectors] 


Seq. No. 


221655 


Seq. ID 


LIB3165-014-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


286 


E value 


1.0e-25 


Match length 


74 


% identity 


76 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 


Seq. No. 


221656 


Seq. ID 


LIB3165-014-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


517 


E value 


1 . Oe-52 


Match length 


127 


% identity 


83 


NCBI Description 


FRQCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


221657 


Seq. ID 


LIB3165-014-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl00203 


BLAST score 


241 


E value 


1.0e-20 


Match length 


66 


% identity 


71 


NCBI Description 


cysteine proteinase (EC 3.4.22.-) precursor - tomato 




>gi 19195 emb_CAA78403_ (Z14028) pre-p. - e 




proteinase [Lycopersicon esculentum] 


Seq. No. 


zzlooo 


Seq. ID 


LIB3165-014-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g82437 


BLAST score 


453 


E value 


3.0e-45 


Match length 


83 


% identity 


100 


NCBI Description 


plastoquinol — plastocyanin reductase (EC 1.10.99.1) 17K 



31324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein short form - barley chloroplast (fragment) 
>gi_1617032_emb_CAA32269_ (X14107) petD [Hordeum vulgare] 

221659 

LIB3165-014-P1-K1-H7 

BLASTX 

g4115931 

317 

3.0e-29 

119 

60 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF0414 68 ) [Arabidopsis thaliana] 

221660 

LIB3165-016-P1-K1-A1 

BLASTN 

g3128142 

34 

1.0e-09 

62 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

221661 

LIB3165-016-P1-K1-A12 

BLASTX 

g3450842 

190 

5.0e-20 

90 

58 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221662 

LIB3165-016-P1-K1-A4 

BLASTX 

gl20661 

472 

8.0e-66 

140 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_17 0237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

221663 

LIB3165-016-P1-K1-A6 

BLASTX 

g2498629 

181 

2.0e-13 

99 
9 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi 2135825jpir 138869 



31325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NFX1 - human >gi_563217 (CJ15306) NFX1 [Homo sapiens] 
>gi_4505387__ref_NP_002495. l_pNFXl_ nuclear transcription 
factor, X-box binding 

221664 

LIB3165-016-P1-K1-A9 

BLASTX 

g927601 

252 

8.0e-22 

56 

84 

[2Fe-2S] ferredoxin [Datura arborea, Peptide, 97 aa] 
>gi_1097873_prf 2114375A ferredoxin [Datura arborea] 

221665 

LIB3165-016-P1-K1-B1 

BLASTX 

g266892 

258 

2.0e-35 

99 
70 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_82028_pir S16272 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - Para rubber tree >gi_168217 (M60274) 
ribulose-1, 5-bisphosphate carboxylase small subunit [Hevea 
brasiliensis] 

221666 

LIB3165-016-P1-K1-B4 

BLASTX 

gl00362 

235 

2.0e-37 

122 

70 

photosystem II oxygen-evolving complex protein 2 precursor 
(clone T23-5B) - common tobacco (fragment) 
>gi_1345550_emb_CAA44292_ (X62426) 23-kDa ploypeptide of 
photosystem II oxygen-evolving complex [Nicotiana tabacum] 

221667 

LIB3165-016-P1-K1-B7 

BLASTX 

g3298439 

547 

3.0e-56 

134 

81 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 



221668 

LIB3165-016-P1-K1-B8 
BLASTX 



31326 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!708191 
325 

2.0e-44 

111 
84 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188J 
carrier protein [Ricinus communis] 



hexose 



221669 

LIB3165-016-P1-K1-B9 

BLASTX 

gl32091 

308 

2.0e-35 

87 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 
(RUBISCO SMALL SUBUNIT Fl) >gi__68 065_pir RKRPF1 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 

precursor (gene rbcSFl) - rape >gi_17852__emb_CAA39402_ 
(X55937) ribulose bisphosphate carboxylase /oxygenase 

small subunit [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221670 

LIB3165-016-P1-K1-C1 

BLASTX 

gl527191 

233 

1.0e-22 

77 

64 

(U678 61) 1-aminocyclopropane-l-carboxylate oxidase 
[Pelargonium x hortoruirt] 

221671 

LIB3165-016-P1-K1-C6 

BLASTX 

gll8564 

475 

1.0e-55 

139 
81 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65 955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA414 34_ (X58542) NADH- dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



221672 

LIB3165-016-P1-K1-C7 

BLASTX 

g462187 

429 

1.0e-62 

126 



31327 



% identity 

NCBI Description 



92 

SERINE HYDROXYMETHYL TRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYL TRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi_169158 (M87 64 9) 
serine hydroxymethyltransf erase [Pisum sativum] 



Seq. No. 


221673 




Seq. ID 


LIB3165-016-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g2894599 




BLAST score 


429 




E value 


3.0e-61 




Match length 


135 




% identity 


84 




NCBI Description 


(AL021889) putative protein 


[Arabidopsis thaliana] 


Seq. No. 


221674 




Seq. ID 


LIB3165-016-P1-K1-D1 




Method 


BLASTX 




NCBI GI 


gl36707 




BLAST score 


289 




E- value 


7.0e-45 




Match length 


123 




% identity 


77 




NCBI Description 


CYTOCHROME B6-F COMPLEX IRON 


-SULFUR SUBUNIT PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb__CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221675 

LIB3165-016-P1-K1-D11 

BLASTX 

g2129825 

215 

7.0e-37 

96 

79 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

221676 

LIB3165-016-P1-K1-D7 

BLASTX 

g3789940 

405 

9.0e-58 

124 

22 

(AF093504) tetra-ubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 
Seq. ID 

Method 



221677 

LIB3165-016-P1-K1-D8 
BLASTX 



31328 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll68411 
203 

4.0e-29 

92 

76 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221678 

LIB3165-016-P1-K1-E10 

BLASTX 

g3192881 

234 

1.0e-19 

94 

59 

(AF068834) starch synthase [Ipomoea batatas] 
221679 

LIB3165-016-P1-K1-E11 

BLASTX 

gl!5765 

285 

3.0e-44 

112 
74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180__emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221680 

LIB3165-016-P1-K1-E2 

BLASTX 

g3288821 

270 

2.0e-42 

107 
85 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



221681 

LIB3165-016-P1-K1-E3 

BLASTX 

gll68411 

208 

1.0e-35 

105 
82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
221682 

LIB31 65-01 6-P1-K1-E5 



CHLOROPLAST PRECURSOR 



31329 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g421826 

464 

9.0e-66 

141 

86 

chlorophyll a/b-binding protein CP29 - 
>gi_298036_emb_CAA50712_ (X71878) CP29 
thaliana] 



Arabidopsis thaliana 
[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221683 

LIB3165-016-P1-K1-E6 

BLASTX 

g4544427 

213 

9.0e-28 

86 

77 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221684 

LIB3165-016-P1-K1-E7 

BLASTX - 

g2501578 

397 

2.0e-39 
116 

80 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 


221685 


Seq. ID 


LIB3165-016-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


309 


E value 


1.0e-173 


Match length 


380 


% identity 


96 


NCBI Description 


Citrus liraon cistron fo 


Seq. No. 


221686 


Seq. ID 


LIB3165-016-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2494299 


BLAST score 


194 


E value 


3.0e-29 


Match length 


134 


% identity 


58 


NCBI Description 


EUKARYOTIC TRANSLATION 



ribosomal RNA 



(EIF-2-BETA) >giJL732361 (U80269) 
factor 2 beta [Malus domestical 



FACTOR 2 BETA SUBUNIT 
translation initiation 



Seq. No. 



221687 



31330 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-016-P1-K1-F11 

BLASTX 

gll7290 

196 

6.0e-26 

111 
59 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_2 0 6 9 l_emb_CAA3 8 4 5 1_ (X54639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] 



Qdn NT r> 
OC<|. IN U . 


--_ -L Vj U (J 


Ca/v TP) 


LIB31 65-01 6-P1-K1-F12 


L v lt5 LilUU. 


RT.ASTX 


NTPRT CT 


rrl 00900 


RT.AST <mn~rc* 


239 


TP T73 1 no 




lXid.LU.Ll J_c;iiy L-il 


J. J_ J 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein type I 


C q /~r \T A 

064* LN O • 






T.TR31 6S-01 6-P1-K1-F2 


I its L. 1 1 ^ <JL 


BLASTX 


LN L, D X bl 


rrROft ?04 
y juo JU4 


DliriO 1 oL.L>Xt2 


171 


TP 1 HP 


1 . Oe-24 


iJdUL*ii _LGiiyL.ii 


74 


% identity 


76 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


221690 


Seq. ID 


LIB3165-016-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


234 


E value 


6.0e-31 


Match length 


91 


% identity 


76 


NCBI Description 


(AC006223) putative ribosomal protein 




thaliana] 


Seq. No. 


221691 


Seq. ID 


LIB3165-016-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3831467 


BLAST score 


143 


E value 


1.0e-16 


Match length 


119 


% identity 


41 


NCBI Description 


(AC005700) putative beta-amylase [Arab 



precursor - tomato 



31331 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221692 

LIB3165-016-P1-K1-F7 

BLASTX 

g289920 

418 

3.0e-57 

111 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221693 

LIB3165-016-P1-K1-G1 

BLASTX 

g82537 

107 

6.0e-ll 

58 
61 

hypothetical 8K protein (rpsl2-trnN intergenic region) - 
rice chloroplast >gi_12039_emb_CAA33943_ (X15901) ORF72 
[Oryza sativa] >gi_12063__emb_CAA33917_ (X15901) ORF72 

[Oryza sativa] >gi_226659_prf 1603356CK ORF 71 [Oryza 

sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221694 

LIB3165-016-P1-K1-G10 

BLASTX 

g289920 

487 

2.0e-69 

133 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221695 

LIB3165-016-P1-K1-G2 

BLASTN 

g4545261 

33 

5.0e-09 

57 

89 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221696 

LIB3165-016-P1-K1-G7 

BLASTX 

g2739365 

330 

5.0e-44 

129 

64 

(AC002505) unknown protein [Arabidopsis thaliana] 



31332 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221697 

LIB3165-016-P1-K1-G8 

BLASTX 

gl352821 

393 

4.0e-51 

109 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





221698 




T.TR^I fi^-OI 6-P1 -K1 -G9 






LML.D1 Ul 


al8058 


rSij/\o i score 


J -L J_ 


Hj Value 




Mafph 1 on n"h h 

LJ.ClL.Oll ICll^ Lll 


414 


■6 iQ.eiiuiuy 






P "i f~ m 1 i mnn ri ^trnn "For 2 6S 


Seq. No. 


221699 


Q art T H 


T.TR^l 6S-016-P1-K1-H1 


ivvf ^\ 4— V* /~\ 


T3T 7\ CTV 
ID J_ijriO J. /\ 


MODT PT 

islUrSl bl 




Jj.L1.r1Ol DUUIc 


226 


iii value 


1 ft 

J. * U fcr X O 


Fiarcn x en gun 


J. Z ft 




36 


NUrSJ. JJcSCI ip C _L(Jll 


^ Z\T.n "3 S d 4 PH dm t" pi t* "i nrntpi n 

y i - ! J_i U J J 4 4 U J UU.LCI 1 — LVC i- U LC±11 


Seq. No. 


221700 


Seq. ID 


LIB3165-016-P1-K1-H11 


Mpt~h od 

Llv 1—11 w 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


216 


E value 


1.0e-17 


Match length 


100 


% identity 


53 


NCBI Description 


(U55837) carbonic anhydrase 




tremuloides] 


Seq. No. 


221701 


Seq. ID 


LIB3165-016-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


250 


E value 


2.0e-21 


Match length 


55 


% identity 


84 


NCBI Description 


(AC005623) putative argonaut 




thaliana] 


Seq. No. 


221702 



RNA 



31333 



J 



Seq. ID LIB3165-016-P1-K1-H2 

Method BLASTX 

NCBI GI gl063400 

BLAST score 311 

E value 1.0e-28 

Match length 85 

% identity 88 

NCBI Description (X92888) glycolate oxidase [Lycopersicon esculentum] 

Seq. No. 221703 

Seq. ID LIB3165-016-P1-K1-H5 

Method BLASTX 

NCBI GI gll68411 

BLAST score 24 6 

E value 9.0e-41 

Match length 124 

% identity 80 

NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 

Seq. No. 221704 

Seq. ID LIB3165-016-P1-K1-H6 

Method BLASTX 

NCBI GI g430947 

BLAST score 312 

fi value 1.0e-46 

Match length 127 

% identity 74 

NCBI Description (U01103) PSI type III chlorophyll a/b-bindxng protein 
[Arabidopsis thaliana] 

Seq. No. 221705 

Seq. ID LIB3165-016-P1-K1-H7 

Method BLASTX 

NCBI GI g3914605 

BLAST score 484 

E value 3.0e-63 

Match length 138 

% identity 90 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_4 158 52_erab_CAA7 9857 _ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

Seq. No. 221706 

Seq. ID LIB3165-016-P1-K1-H8 

Method BLASTX 

NCBI GI g4325345 

BLAST score 155 

E value 3.0e-10 

Match length 74 

% identity 34 

NCBI Description (AF128393) similar to thioredoxin-like proteins (Pfam: 

PF00085, Score=42.9, E=1.4e-ll, N-l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score-154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



31334 



II 



O C ^ • J.\ ^ • 


221707 


Seq. ID 


LIB3165-017-P1-K1-A10 


Method 


BLASTX 


IN Vw> 1-J J. V_I -L- 


g!168411 


RT A^T cmnr*^ 

DXjiT.0 1 O J_ c 


487 


ill V d. JL Lit; 


3 . Oe-49 


Match length 


122 


% n H on +■ \ *f~ \t 


81 




FRUCTOSE-BISPHOSPHATE 


Sea No . 


221708 


Seq. ID 


LIB3165-017-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


638 


E value 


6.0e-67 


Match length 


127 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE 



CHLOROPLAST PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate~ carboxylase [Gossypium hir^sutum] 



Seq. No. 


zzi / uy 


Seq. ID 


LIB3165-017-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g553107 


BLAST score 


388 


E value 


1.0e-37 


Match length 


113 


% identity 


68 


NCBI Description 


(L04967) triosephosphate isomerase [Oryza sativa] 


Seq. No. 


221710 


Seq. ID 


LIB3165-017-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2213629 


BLAST score 


403 


E value 


2.0e-39 


Match length 


99 


% identity 


71 


NCBI Description 


(AC000103) F21J9.21 [Arabidopsis thaliana] 


Seq. No. 


221711 


Seq. ID 


LIB3165-017-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


567 


E value 


1.0e-58 


Match length 


118 


% identity 


89 


NCBI Description 


(X15188) precursor C-terminal fragment (AA -80 to 




[Pisum sativum] 


Seq. No. 


221712 



31335 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-017-P1-K1-A6 

BLASTX 

g2582822 

353 

2.0e-33 
102 
37 

(Y09987! 



CDSP32 protein (Chloroplast Drought-induced Stress 



Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221713 

LIB3165-017-P1-K1-A7 

BLASTX 

g3402487 

374 

3.0e-36 

87 

83 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 

221714 

LIB3165-017-P1-K1-A9 

BLASTX 

g3914658 

404 

1.0e-39 

108 

74 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_emb_CAA70851_ (Y09635) plastid ribosoitial 
protein [Arabidopsis thaliana] 

221715 

LIB3165-017-P1-K1-B1 

BLASTX 

g2501568 

146 

3.0e-09 

44 

57 

HYPOTHETICAL 28 
>gi_1001342_dbj 



8 KD PROTEIN SLL0506 

BAA10829 (D64006) hypothetical protein 



Seq. No. 
Seq. ID 



[Synechocystis sp. ] 
221716 

LIB3165-017-P1-K1-B12 

BLASTX 

g2511693 

389 

8.0e-38 

110 

71 

(Z99954) cysteine proteinase precursor 
221717 

LIB3165-017-P1-K1-B3 



[Phaseolus vulgaris] 



31336 



Method 


BLASTX 


NCBI GI 


gll9937 


BLAST score 


393 


E value 


3.0e-38 


Match length 


109 


% identity 


68 


NCBI Description 


FERREDOXIN I PRECURSOR >gi 65741 pir FESP1 ferredoxin 


[2Fe-2S] I precursor - spinach >gi_170109 (M35660) 




ferredoxin I precursor [Spinacia oleracea] 




>gi 227453 prf 1704156A ferredoxin I [Spinacia oleracea] 


Seq. No. 


221718 


Seq. ID 


LIB3165-017-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2546954 


BLAST score 


437 


E value 


2.0e-48 


Match length 


113 


% identity 


88 


NCBI Description 


(Y15108) translation elongation factor-TU [Glycine max] 


Seq. No. 


221719 


Seq. ID 


LIB3165-017-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3786001 


BLAST score 


424 


E value 


8 . Oe-42 


Match length 


93 


% identity 


82 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221720 


Seq. ID 


LIB3165-017-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


469 


E v$lue 


4.0e-47 


Match length 


106 


% identity 


47 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 


(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 




protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 




(X14036) chlorophyll a/b-binding protein [Lycopersicon 




esculentum] >gi 170431 (M20241) chlorophyll a/b-binding 




protein [Lycopersicon esculentum] >gi 226546 prf 1601518A 




chlorophyll a/b binding protein II [Lycopersicon 




esculentum] 


Seq. No. 


221721 


Seq. ID 


LIB3165-017-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


280 


E value 


6.0e-25 - 


Match length 


60 


% identity 


97 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 



31337 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221722 

LIB3165-017-P1-K1-C11 

BLASTX 

g3702327 

257 

3.0e-22 

126 

50 

(AC005397) unknown protein [Arabidopsis thaliana] 
221723 

LIB3165-017-P1-K1-C12 

BLASTX 

g3913018 

646 

7.0e-68 

135 

90 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221724 

LIB3165-017-P1-K1-C2 

BLASTX 

g3850111 

150 

1.0e-09 

115 
37 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 


221725 


Seq. ID 


LIB3165-017-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


595 


E value 


7.0e-62 


Match length 


137 


% identity 


86 


NCBI Description 


(X15190) precursor (AA -68 to 337} [Pisum sativum] 


Seq. No. 


221726 


Seq. ID 


LIB3165-017-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2582822 


BLAST score 


203 


E value 


6.0e-16 


Match length 


115 


% identity 


47 


NCBI Description 


(Y09987) CDSP32 protein (Chloroplast Drought-induced 




Protein of 32kDa) [Solanum tuberosum] 


Seq. No. 


221727 


Seq. ID 


LIB31 65-017 -P1-K1-C8 



31338 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056456 

225 

2.0e-18 

52 
81 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA39517 9 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


221728 




Seq. ID 


LIB3165-017-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


gl732511 




RT.A9T mnrf* 
DLinOi auuic 


396 




F 1 \T?\ 1 IIP 
ill V Cl J_ 


2 Oe-38 




Mai"ph 1 on rrt~ h 
rid L^ii xciiy lii 


91 




Sr -j Hpnf 1 1~ v 


82 






( FT £9 1 A 0 \ Ran h"i nHi nrr nrofp'i n 


1 h rnnri 1 o 




fhp 1 "i ana 1 

Llla J L Gil Id j 






221729 




Seq. ID 


LIB3165-017-P1-K1-D1 




Method 


BLASTX 






gl495366 






338 




W T7^1 HP 
Hi V Cl J- U.C 


7.0e-32 




1.1a Lll 


102 






59 




NPRT Dp ^ r*T "i nti - i nn 


(Z69370) nitrite transporter 


[Cucumis 


Sea No 


221730 




Seq. ID 


LIB3165-017-P1-K1-D11 




Method 


BLASTX 




LN \~f n> J_ Ul 


g3184258 




RT.A^T qrnrp 


153 




P 1 T7"^ 1 lip 

Lit v a± u.c 


5.0e-10 




M^ii"ph 1 pnnth 

1 J CL L> ' '11 J_ ± ± Lll 


59 




^ XU.eIlLi.Ly 


44 




NCBI Description 


(U82130) tumor susceptibility protein 


Seq. No. 


221731 




Seq. ID 


LIB3165-017-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


g3451068 




BLAST score 


413 




E value 


2.0e-40 




Match length 


120 




% identity 


73 




NCBI Description 


(AL031326) putative protein 


[Arabidop 


Seq. No. 


221732 




Seq. ID 


LIB3165-017-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g4220480 




BLAST score 


265 





[Homo sapiens] 



31339 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-23 

102 

53 

(AC006069) 



unknown protein [Arabidopsis thaliana] 



221733 

LIB3165-017-P1-K1-D3 

BLASTX 

g!352821 

591 

2.0e-61 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221734 

LIB3165-017-P1-K1-D5 

BLASTX 

g3548806 

310 

2.0e-28 

129 

43 

(AC005313) unknown protein [Arabidopsis thaliana] 
221735 

LIB3165-017-P1-K1-D6 

BLASTX 

gl66834 

627 

1.0e-65 

134 
87 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Rubisco activase [Arabidopsis thaliana] 
221736 

LIB3165-017-P1-K1-D7 

BLASTX 

g3334197 

470 

3.0e-47 

117 

76 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) >gi_28 944 00_emb_CAA94 902___ (Z71184) T-protein 
[Flaveria anomala] 

221737 

LIB3165-017-P1-K1-D8 

BLASTX 

g2565436 



31340 



BLAST score 


270 


F! va 1 ne 


9. Oe-24 


Match lennth 


115 


% identity 


56 


NCBT DescriDtion 


(AF028842) DegP protease precurs< 


Seq. No. 


221738 


Seq. ID 


LIB3165-017-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


387 


E value 


2 .Oe-37 


Match lencrth 


101 


% identity 


80 


NCBI DescriDtion 


FRUCTOSE-BISPHOSPHATE ALDOLASE, < 


Seq. No. 


221739 


Seq. ID 


LIB3165-017-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl31399 


BLAST score 


502 


E value 


6.0e-51 


Match length 


112 


% identity 


84 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir_S004 11 
photosystem II 10K protein precursor - potato 
>gi_2148 9_emb_CAA284 50_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221740 

LIB3165-017-P1-K1-E11 

BLASTX 

g2129921 

194 

8.0e-15 

51 
75 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221741 

LIB3165-017-P1-K1-E2 

BLASTN 

gl2292 

193 

1.0e-104 

365 
88 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



221742 

LIB3165-017-P1-K1-E3 

BLASTX 

g3510256 

172 



31341 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

95 

42 

(AC005310) 



unknown protein [Arabidopsis thaliana] 



221743 

LIB3165-017-P1-K1-E4 

BLASTX 

g419781 

186 

3.0e-14 

54 
70 

probable cysteine proteinase precursor (clone CYP-7) - 
common tobacco >gi_1984 9_emb_CAA78361_ (Z13959) tobacco 
pre-pro-cysteine proteinase [Nicotiana tabacum] 



Seq. No. 


221744 


Seq. ID 


LIB3165-017-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


105 


% identity 


37 


NCBI Description 


(AC005310) unknown protein [Arabidopsis 


Seq. No. 


221745 


Seq. ID 


LIB3165-017-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


518 


E value 


7.0e-53 


Match length 


123 


% identity 


77 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI 



TYPE II PRECURSOR 

(CAB- 7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180__emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221746 

LIB3165-017-P1-K1-E8 
BLASTX 
gl709651 
315 

4.0e-29 
112 
56 

PLASTOCYANIN A 
plastocyanin a 
>gi_929813_emb_CAA90564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a 



[Populus 



31342 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221747 

LIB3165-017-P1-K1-F1 

BLASTX 

g2864610 

387 

2.0e-37 

134 

44 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221748 

LIB3165-017-P1-K1-F11 

BLASTX 

gl076678 

172 

7.0e-13 

45 
78 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221749 

LIB3165-017-PlrKl-F12 

BLASTX 

g4104929 

190 

2.0e-14 

118 
42 

(AF042195) auxin response factor 7 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221750 

LIB3165-017-P1-K1-F5 

BLASTX 

g2494415 

333 

4.0e-31 

103 
74 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1- PHOSPHOR YDROLASE ) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
'% identity 
NCBI Description 



221751 

LIB3165-017-P1-K1-F6 

BLASTX 

gl771778 

491 

9.0e-50 

115 

77 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 



221752 



31343 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-017-P1-K1-F7 

BLASTX 

gl351408 

397 

1.0e-38 

94 
79 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221753 

LIB3165-017-P1-K1-F9 

BLASTX 

g625509 

579 

5.0e-60 

117 
25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221754 

LIB3165-017-P1-K1-G12 

BLASTX 

gl709846 

293 

2.0e-26 

126 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 


221755 


-,Seq. ID 


LIB3165-017-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g433970 


BLAST score 


653 


E value 


1.0e-68 


Match length 


140 


% identity 


18 


NCBI Description 


(Z28649) polyubiquitin 


Seq. No. 


221756 


Seq. ID 


LIB3165-017-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll72664 


BLAST score 


308 


E value 


3.0e-28 


Match length 


132 


% identity 


59 


NCBI Description 


PHOTOSYSTEM I REACTION 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor 

Flaveria trinervia >gi_2 98482__bbs_127083 photosystem I 



31344 



reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi__168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221757 

LIB3165-017-P1-K1-H1 

BLASTX 

g3288821 

406 

1.0e-39 

99 
79 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

221758 

LIB3165-017-P1-K1-H10 

BLASTX 

g2493144 

431 

1.0e-42 

121 

53 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2 118221_pir S60132 

H+- transporting ATPase {EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 


221759 


Seq. ID 


LIB3165-017-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3063392 


BLAST score 


431 


E value 


1.0e-42 


Match length 


115 


% identity 


76 


NCBI Description 


(AB012932) Ca2+/H+ exchanger [Vigna radiata] 


Seq. No. 


221760 


Seq. ID 


LIB3165-017-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


524 


E value 


2.0e-53 


Match length 


129 


% identity 


82 


NCBI Description 


f ructose-bisphosphate aldolase (EC 4.1.2.13) 



chloroplast - spinach >gi_22633_emb_CAA472 93_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

Seq. No. 221761 

Seq. ID LIB3165-017-P1-K1-H3 

Method BLASTX 

NCBI GI gl21080 

BLAST score 454 



31345 



E value 
Match length 
% identity 
NCBI Description 



2.0e-45 

105 

86 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1070638_pir_ GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_ernb_CAA45978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_2878 15_emb_CAA377 04_ (X53656) H-protein [Pisum 
sativum] 



O C . 1>( W . 


221762 


oeq . x u 


LtlDJluJ \J ± i IT X ±\X XL u 


Method 


BLASTX 


NCBI GI 


g289920 


OXj.tt.OX OOvlc 


667 


TT Ira 1 no 


^ np-7n 


Tv/T ^ 4- i^i Vi 1 t-\ it - ! - Vi 


1 94 
X 4± 




i nn 


XT C** 1~ "\ ^> r+i *y* n v-\ 4— -» y-\ t-\ 

lnuijI uescnpLion 


/ T H7 1 1 Q\ 1 /-% t^/^it^iV^ 1 7 1 1 Zi / "R Ton n "1 nTAfoi Ti [" f*^ /~> o q 7~r~\ i nm 

^JjU / ± J..? ) oiixtjx cj]Jiiy xx ±\/ l? uxiiuxiiy [JiuLcin Lovjooyjjx lull 




nil s utuiu j 


beg. no. 


991 7 £^ 


Seg. ID 


LIB3165-017-P1-K1-H6 


Method 


BLASTX 


IN £5 X ox 


rr97 


rsij/ib x score 


4t :?41 


E value 


O . Uc O U 


Lrld LLI1 Xtiiiyi— 11 


X %J 


■6 ictenuiuy 


7 A 
/ 41 


iNUr>i ues cr ip l j-Oii 


fV1^ I: ^R7^ A^hf [ I\rahi Hnnci q fhal -i anal 
\ 1 1U j J / ) gOXJx [/IX d.JLJxU.upo -Lo Ulld.xld.iia. j 


o e q . in o . 


991 7 6 4 


o tr(J[ . X 1J 


T TR^I fiS-DI 7-P1 -Kl — W7 

XjXIjJXUCJ Ul / IT X JLxX 11/ 


TVTci*t~ H c~\c\ 

L"ltS LliUU 


RT.A^TX 
idxict-O i /\ 


NCBI GI 


g4406530 


BLAST score 


359 


Hj ValUc 


j • u e o 4i 


riatCIl xGIlyT-ll 


Q7 


% identity 


1 o 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221765 


Seq. ID 


LIB3165-017-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


381 


E value 


9.0e-37 


Match length 


98 


% identity 


82 


NCBI Description 


fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 




chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 




fructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


221766 


Seq. ID 


LIB3165-017-P1-K1-H9 


Method 


BLASTX 



31346 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
559 

1.0e-57 

108 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221767 

LIB3165-018-P1-K1-A1 

BLASTX 

gll5765 

445 

2.0e-44 

105 
77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221768 

LIB3165-018-P1-K1-A10 

BLASTX 

gl352821 

625 

2.0e-65 

123 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221769 

LIB3165-018-P1-K1-A11 

BLASTX 

g231610 

356 

8.0e-34 

118 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 



221770 



31347 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-018-P1-K1-A12 

BLASTX 

g4164576 

341 

4.0e-32 
94 
76 

(AF098946) 



CTF2A [Arabidopsis thaliana] 



221771 

LIB3165-018-P1-K1-A2 

BLASTX 

g2494415 

295 

1.0e-26 

97 

71 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221772 

LIB3165-018-P1-K1-A5 

BLASTN 

g468770 

36 

1.0e-10 

72 
34 

A. thaliana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



221773 

LIB3165-018-P1-K1-A6 

BLASTX 

g4097547 

311 

2.0e-28 

123 
33 

(U64906) ATFP3 [Arabidopsis thaliana] 



221774 

LIB3165-018-P1-K1-A7 

BLASTX 

g20729 

404 

2.0e-39 

112 

74 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



221775 

LIB3165-018-P1-K1-A9 

BLASTX 

g2505865 



31348 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 

1.0e-23 

124 

19 

(Y12227) 



putative topoisomerase [Arabidopsis thaliana] 



221776 

LIB3165-018-P1-K1-B1 

BLASTX 

gl352821 

592 

2.0e-61 

122 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221777 

LIB3165-018-P1-K1-B10 

BLASTX 

gl703478 

613 

5.0e-64 

125 

90 

(U40566) ubiquitin activating enzyme 2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
■ E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221778 

LIB3165-018-P1-K1-B11 

BLASTX 

gl352821 

566 

2.0e-58 

107 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221779 

LIB3165-018-P1-K1-B4 

BLASTX 

g2501578 

524 

2.0e-53 

113 

95 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_212 9913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



31349 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221780 

LIB3165-018-P1-K1-B5 

BLASTX 

g2435511 

149 

1.0e-10 

80 
49 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221781 

LIB3165-018-P1-K1-B6 

BLASTX 

g4510363 

545 

5.0e-56 

113 
89 

(AC007017) putative QNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221782 

LIB3165-018-P1-K1-B7 

BLASTX 

g3080428 

372 

1.0e-35 

98 
69 

(AL022604) putative protein [Arabidopsis thaliana] 
221783 

LIB3165-018-P1-K1-B8 

BLASTX 

gl00616 

589 

3.0e-61 

117 
94 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi__167 093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221784 

LIB3165-018-P1-K1-B9 

BLASTX 

gl352821 

345 

1.0e-32 

70 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31350 



© 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221785 


Seq. ID 


LIB3165-018-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


496 


E value 


3.0e-50 


Match length 


120 


% identity 


82 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


221786 


Seq. ID 


LIB3165-018-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2275219 


BLAST score 


497 


E value 


2 . Oe-50 


Match length 


133 


% identity 


70 


NCBI Description 


(AC002337) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221787 


Seq. ID 


LIB3165-018-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2435406 


BLAST score 


233 


E value 


2 . 0e-19 


Match length 


135 


% identity 


44 


NCBI Description 


(U834 90) thaumatin-like protein [Arabidopsis thaliana 


Seq. No. 


221788 


Seq. ID 


LIB3165-018-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3915022 


BLAST score 


307 


E value 


3 . 0e-30 


Match length 


135 


% identity 


53 


NCBI Description 


SUCROSE-PHOSPHATE SYNTHASE 9 




(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYL TRANSFERASE 2 




>gi 2190350 emb CAA72491 (Y11795) sucrose-phosphate 




synthase [Craterostigma plantagineum] 


Seq. No. 


221789 


Seq. ID 


LIB3165-018-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


162 


E value 


1.0e-20 


Match length 


117 


% identity 


43 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 



31351 



II 



>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917__bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 


221790 


Seq. ID 


LIB3165-018-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl063400 


BLAST score 


488 


E value 


2 . Oe-49 


Match length 


112 


% identity 


88 


NCBI Description 


(X92888) glycolate oxidase [Lycopersicon esculentum] 


Seq. No. 


221791 


Sea ID 


LIB3165-018-P1-K1-C9 


Mpf hnd 


BLASTX 


NPRT GT 


a3885511 


RT.A9T qrnrp 


391 


E value 


5.0e-38 


Match length 


99 


O X UCli ( L L j 


79 


NPRT Dp^rri nf i on 


fAF08420CM similar to PSI-K subunit of ohotosvstem I 




barley [Medicago sativa] 


OCy • J.NU • 


221792 


Q^rr TP) 


JjlDJiU J UIO IT X iYX X 


Lit: L. IlvJvJ. 


X) XJx^O J. Z\ 


NfPRT GT 




DLinO 1 SL/UlC 


*J Z) z> 


Hi V GI X L1G 


9 . Oe-67 


Match length 


140 


% iHpntitv 

y uv^ij, x -X- y 


92 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE 2, CHLOROPLAST 




>gi 418803 pir S29048 f ructose-bisphosphate aldolas 




4.1.2.13) - garden pea (fragment) 


Seq. No. 


221793 


Seq. ID 


LIB3165-018-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl351279 


BLAST score 


308 


E value 


4.0e-32 


Match length 


110 


% identity 


68 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 



>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221794 

LIB3165-018-P1-K1-D12 

BLASTX 

gll5765 

442 

6.0e-44 



31352 



Match length 

% identity 

NCBI Description 



122 
66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_JL918 0_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221795 

LIB3165-018-P1-K1-D2 

BLASTX 

g886100 

325 

2.0e-50 

132 

79 

(U27347) putative water channel protein; plasma lemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

221796 

LIB3165-018-P1-K1-D3 

BLASTX 

g2511693 

389 

1.0e-37 

107 
71 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
221797 

LIB3165-018-P1-K1-D4 

BLASTX 

gll8564 

473 

1.0e-47 

101 
89 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_182 64_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275__emb__CAA327 64_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

221798 

LIB3165-018-P1-K1-D5 

BLASTX 

g2246625 

220 

7.0e-18 

121 

40 



31353 



NCBI Description 



(AF004 947) protein kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221799 

LIB3165-018-P1-K1-D6 

BLASTX 

gl352821 

594 

1.0e-61 

111 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221800 

LIB3165-018-P1-K1-D7 

BLASTX 

g2582822 

239 

4.0e-20 

126 

51 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221801 

LIB3165-018-P1-K1-D9 

BLASTX 

g2129538 

504 

3.0e-51 

105 

91 

AT103 protein - Arabidopsis thaliana >gi__1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

221802 

LIB3165-018-P1-K1-E10 

BLASTX 

gl31194 

368 

3.0e-35 

115 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_72 68 6_pir F1SP5 

photosystem I chain V precursor - spinach 

>gi_21299_emb_CAA31524_ (X13134) PSI subunit V preprotein 

(AA -69 to 98) [Spinacia oleracea] >gi_226167_prf 1413236B 

photosystem I reaction center V [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221803 

LIB3165-018-P1-K1-E11 

BLASTX 
g4406530 



31354 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 

5.0e-36 

126 

64 

(AF126870) 



rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221804 

LIB3165-018-P1-K1-E2 

BLASTX 

g3202042 

488 

2.0e-49 

114 
82 

(AF069324) 26S proteasome regulatory sufounit S5A 
[Mesembryanthemum crystallinum] 

221805 

LIB3165-018-P1-K1-E5 

BLASTX 

g3914603 

532 

2.0e-54 

130 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221806 

LIB3165-018-P1-K1-E6 

BLASTX 

gl32808 

440 

1.0e-43 

93 
91 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L23 >giJ7 12 99_pir R5NT2 3 

ribosomal protein L23 - common tobacco chloroplast 
>gi_11868_emb_CAA77385_ (Z00044) ribosomal protein L23 
[Nicotiana tabacum] >gi_1223690_emb_CAA77408_ (Z00044) 
ribosomal protein L23 [Nicotiana tabacum] 

>gi_225239_jprf 1211235BX ribosomal protein L23 [Nicotiana 

tabacum] >gi_22767 9__prf 1709206A ribosomal protein CL23 

[Nicotiana tabacum] 

221807 

LIB3165-018-P1-K1-E7 

BLASTX 

g3158476 

417 

4.0e-41 

94 
83 

(AF067185) aquaporin 2 [Samanea saman] 



31355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



221808 

LIB3165-018-P1-K1-E8 

BLASTX 

g586004 

618 

1.0e-64 

128 



SUPEROXIDE DISMUTASE 
superoxide disrautase 



[CU-ZN] >gi_421962_pir S34267 

(EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090jpir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

221809 

LIB3165-018-P1-K1-E9 

BLASTX 

gl31399 

363 

8.0e-35 

97 

70 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

.TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_2148 9_emfo_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 

221810 

LIB3165-018-P1-K1-F1 

BLASTX 

g730850 

143 

7.0e-09 

123 

28 

SUR2 PROTEIN { SYRINGOMYCIN RESPONSE PROTEIN 2) 

>gi_626942_pir S48533 SUR2 protein - yeast (Saccharomyces 

cerevisiae) >gi_458718 (U07171) Sur2p [Saccharomyces 
cerevisiae] >gi_849215 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi_178 6173 
(U10427) Syr2p [Saccharomyces cerevisiae] 

221811 

LIB3165-018-P1-K1-F10 

BLASTX 

gl673344 

166 

1.0e-ll 

53 
55 

(D64002) hypothetical protein [Synechocystis sp.] 
221812 

LIB3165-018-P1-K1-F12 

BLASTX 
g3935184 



31356 



II 



BLAST score 


304 


E value 


9.0e-28 


Match length 


77 


% identity 


71 


NCBI Description 


(AC004557) F17L21.27 [Arabidopsis thaliana] 


Seq. No. 


221813 


Seq. ID 


LIB3165-018-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2924262 


BLAST score 


576 


E value 


1.0e-59 


Match length 


139 


% identity 


77 


NCBI Description 


(Z00044) PSII 44kd protein [Nicotiana tabacum] 


Seq. No. 


221814 


Seq. ID 


LIB3165-018-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3150412 


BLAST score 


327 


E value 


2 . 0e-30 


Match length 


101 


% identity 


64 


NCBI Description 


(AC004165) putative Fe(II) transport protein [Arabidopsis 




thaliana] >gi_3420044 (AC004680) putative Fe(II) transport 




protein [Arabidopsis thaliana] 


Seq. No. 


221815 


Seq. ID 


LIB3165-018-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


278 


E value 


1. Oe-24 


Match length 


97 


% identity 


59 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum annuum] 


Seq. No. 


221816 


Seq. ID 


LIB3165-018-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl31276 


BLAST score 


485 


S value 


5 . 0e-49 


Match length 


91 


% identity 


96 


NCBI Description 


PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 


PROTEIN) >gi 72704 pir QJNT6A photosystem II chlorophyll 




a-binding protein psbB - common tobacco chloroplast 




>gi 11856 emb CAA77373 (Z00044) PSII 47kD protein 




[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 




II P680 apoprotein [Nicotiana tabacum] 


Seq. No. 


221817 


Seq. ID 


LIB3165-018-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl352821 



31357 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



641 

3.0e-67 

121 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221818 


Seq. ID 


LIB3165-018-P1-K1-F8 


Met hod 


BLASTX 


NCBI GI 




RT.AST score 


260 


E value 


1.0e-22 


Match length 


60 


Sr -I Hpnt "i t v 

o x \jl c ii x y 


82 


KFPRT Dp^pri nt" "i ori 


(AJ002487) protein phosphatase 1 catalitic subunit 






Qorr Kin 


221819 


Qorr T D 
Oct|. J-U 


T.TR^I 6S-01 ft-Pl -K1 -CI 0 

Lt±D J X \J J W X (J 1 1 IA X Vj X \j 


Mp1~ hod 


BLASTX 


NCRT CI 


all70567 


BLAST score 


691 


E value 


4.0e-73 


LidL^ii xciiyL-ii 


143 








MYO-TNO^TTOT.-I -PHO^PHATF ^YNTHASF fTP^^ 


>gi 1085960 pir S52648 IN01 protein - Citrus paradisi 




>ai — 602565 emb CAA83565 (Z32632) IN01 TCitrus x naradisi 




221820 


Seq. ID 


LIB3165-018-P1-K1-G12 




RT.ASTX 


NCBI GI 


g3282092 


BLAST score 


170 


Hi V CL_L Uc 


5 . 0e-12 


Ma^pVi 1 OTirr"i~n 


116 






NCBI Description 


(AJ007446) hypothetical protein [Thermotoga neapolitana] 


Seq. No. 


221821 


Seq. ID 


LIB3165-018-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


* gl449179 


BLAST score 


153 


E value 


1.0e-14 


Match length 


78 


% identity 


60 


NCBI Description 


(D86506) N-ethylmaleimide sensitive fusion protein 




[Nicotiana tabacum] 


Seq. No. 


221822 


Seq. ID 


LIB3165-018-P1-K1-G3 


Method 


BLASTX 



31358 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2262116 
252 

2.0e-28 

110 

62 

(AC002343) 



cellulose synthase isolog [Arabidopsis thaliana] 



221823 

LIB3165-018-P1-K1-G4 

BLASTX 

g68200 

519 

6.0e-53 

128 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

221824 

LIB3165-018-P1-K1-G5 

BLASTX 

g3914605 

665 

5.0e-70 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

221825 

LIB3165-018-P1-K1-G7 

BLASTN 

g2687432 

42 

1.0e-14 

102 
85 

Plumbago auriculata large subunit 2 6S ribosomal RNA gene, 
partial sequence 

221826 

LIB3165-018-P1-K1-G9 

BLASTX 

g2493694 

257 

3.0e-22 

112 
54 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_107 62 68_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



31359 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221827 

LIB3165-018-P1-K1-H1 

BLASTX 

g68200 

438 

1.0e-43 

109 

82 

fructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi_22633_emb_CAA47293_ 



precursor, 
(X66814) 



fructose-bisphosphate aldolase [Spinacia oleracea] 
221828 

LIB3165-018-P1-K1-H10 

BLASTX 

gl709825 

398 

9.0e-39 

120 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

221829 

LIB3165-018-P1-K1-H11 

BLASTX 

gl353352 

440 

1.0e-43 

135 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

221830 

LIB3165-018-P1-K1-H12 

BLASTX 

gl354517 

292 

3.0e-26 

133 

53 

(U55838) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221831 

LIB3165-018-P1-K1-H2 

BLASTX 

gll81599 

324 

4 .Oe-30 

131 

42 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



Seq. No. 



221832 



31360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-018-P1-K1-H3 

BLASTX 

gll72664 

223 

3.0e-18 

48 
92 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi__4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2 98482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221833 

LIB3165-018-P1-K1-H5 

BLASTX 

g4545262 

160 

7.0e-ll 

44 

64 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221834 

LIB3165-018-P1-K1-H7 

BLASTX 

g4325041 

246 

7.0e-35 

118 

69 

(AF117339) FtsH-like protein Pftf precursor [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221835 

LIB3165-019-P1-K1-A2 

BLASTX 

g421826 

148 

2.0e-17 

69 

66 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036__emb__CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221836 

LIB3165-019-P1-K1-A5 

BLASTX 

g3212610 

287 

1.0e-25 

108 
54 



31361 



NCBI Description 



Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221837 

LIB31 65-01 9-P1-K1-A6 

BLASTX 

gl351411 

323 

3.0e-30 

77 

75 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) (PROTEINASE B) 

>gi__107 6553_pir S4 9175 cysteine proteinase precursor - 

spring vetch >gi_2129906_pir S68984 cysteine proteinase 

precursor - spring vetch >gi_510358_emb_CAA84383_ (Z34899) 
cysteine proteinase [Vicia sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221838 

LIB3165-019-P1-K1-A7 

BLASTX 

gl644427 

313 

9.0e-29 

77 

79 

(U74610) glyoxalase II [Arabidopsis thaliana] 
221839 

LIB3165-019-P1-K1-A8 

BLASTX 

g418854 

617 

2.0e-64 

124 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 

>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221840 

LIB3165-019-P1-K1-B11 

BLASTX 

g3912953 

197 

4.0e-15 

77 

51 

PUTATIVE 1-AMINOCYCLOPROPANE-l-CARBOXYLATE DEAMINASE 
DEAMINASE) 



(ACC 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221841 

LIB3165-019-P1-K1-B3 

BLASTX 

g4263711 

293 



31362 




E value 


2.0e-26 


Match length 


108 


% identity 


56 


NCBI Description 


(AC006223) putative CCR4-associated transcription factor 




[Arabidopsis thaliana] 


Seq. No. 


221842 


Seq. ID 


LIB3165-019-P1-K1-B5 


Method 


BLASTX 




g^ x U 41 yO ± 


BLAST score 


311 


E value 


1.0e-28 


Match length 


129 


% identity 


57 


NCBI Description 


(U96717) MAP kinase-like protein [Selaginella lepidophylla 


Seq. No. 


221843 


Seq. ID 


LIB3165-019-P1-K1-B8 


Method 


BLASTX 






BLAST score 


158 


E value 


1.0e-10 


Match length 


96 


% identity 


44 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


221844 


Seq. ID 


LIB3165-019-P1-K1-B9" 


Method 


BLASTX 


NCBI GI 


g20739 


BLAST score 


T A Q 


E value 


6.0e-33 


Match length 


69 


% identity 


90 


NCBI Description 


(X54377) P-protein subunit of glycine decarboxylase enzyme 




complex [Pisum sativum] 


Seq. No. 


221845 


Seq. ID 


LIB3165-019-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll72437 


BLAST score 


528 


E value 


5.0e-54 


Match length 




% identity 


100 


NCBI Description 


CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 




>gi__1363524 pir S58582 plastoquinol—plastocyanin 




reductase (EC 1.10.99.1) 17K protein - maize chloroplast 




>gi_902252_emb_CAA60316_ (X8 6563) cytochrome b/f [Zea mays 


Seq. No. 


221846 


Seq. ID 


LIB3165-019-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


645 


E value 


1.0e-67 


Match length 


125 



31363 



II 



% identity 

NCBI Description 



94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi__3224 1 6_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221847 

LIB3165-019-P1-K1-C2 

BLASTX 

g289920 

673 

5.0e-71 

127 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221848 

LIB3165-019-P1-K1-C7 

BLASTX 

gl707008 

209 

1.0e-16 

86 
51 

(U78721) 30S ribosomal protein S5 isolog [Arabidopsis 
thaliana] 

221849 

LIB3165-019-P1-K1-C8 

BLASTX 

g3914603 

592 

1.0e-61 

128 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221850 

LIB3165-019-P1-K1-D12 

BLASTX 

g3643608 

266 

3.0e-23 

101 

52 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
221851 

LIB31 65-01 9-P1-K1-D2 

BLASTX 

g2262170 

204 



31364 



E value 
Match length 
% identity 
NCBI Description 



5.0e-16 

114 

44 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221852 

LIB3165-019-P1-K1-D3 

BLASTX 

gl352821 

546 

4.0e-56 

104 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Qcn' NTr\ 
oeq* IN <w> ♦ 


991 ft "n^ 

JL O «J *J 




LIB3165-019-P1-K1-D6 


lyiennoQ 


LD±jr\0 1 -A. 


1M \^ ID _L O JL 


a2827548 


BLAST score 


258 


E value 


3.0e-22 


Match length 


85 


% identity 


56 


NCBI Description 


(AL021635) cytochrome 




thaliana] 


Seq. No. 


221854 


Seq. ID 


LIB3165-019-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


332 


E value 


5.0e-31 


Match length 


88 


% identity 


80 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


221855 


Seq. ID 


LIB3165-019-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


546 


E value 


4.0e-56 


Match length 


131 


% identity 


79 


NCBI Description 


RIBULOSE BISPHOSPHATE 



- like protein [Arabidopsis 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 
Method 



PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221856 

LIB3165-019-P1-K1-E12 

BLASTX 



31365 



N'CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289920 
723 

7.0e-77 

136 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221857 

LIB3165-019-P1-K1-E4 

BLASTX 

g480082 

169 

7.0e-12 

139 
33 

catechol O-methyltransferase (EC 
>gi 39658 9_emb_CAA524 61_ (X74452) 



2.1.1.6) - common tobacco 
catechol 



O-methyltransferase [Nicotiana tabacum] 
221858 

LIB3165-019-P1-K1-E5 

BLASTX 

g3687652 

180 

4.0e-13 

96 

48 

(AF047352) rubisco activase precursor [Datisca glomerata] 
221859 

LIB3165-019-P1-K1-E7 

BLASTX 

gl352821 

593 

1.0e-61 

111 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221860 

LIB3165-019-P1-K1-E8 

BLASTX 

gl00203 

141 

8.0e-09 

104 
40 

cysteine proteinase (EC 
>gi_l 9 1 95_emb_CAA7 8 4 0 3_ 



3.4.22.-) precursor - tomato 
(Z14 028) pre-pro-cysteine 



proteinase [Lycopersicon esculentum] 



Seq. No. 



221861 



31366 



II 



Seq. ID 


LIB3165-019-P1-K1-E9 


Method 


BLASTX 




J JUO f 


BLAST score 


401 


E value 


4.0e-39 


Match length 


126 


% identity 


41 


NCBI Description 


(AL021768) putative protein [Arab 


Seq. No. 


221862 


Seq. ID 


LIB3165-019-P1-K1-F1 


Method 


BLASTX 






BLAST score 


381 


E value 


5.0e-37 


Match length 


105 


% identity 


72 


NCBI Description 


(D83007) subunit of photosystem I 


Seq. No. 


221863 


Seq. ID 


LIB3165-019-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4574320 


T2T ACT 1 onnva 

nijR.o i score 


Z U 0 


E value 


2.0e-16 


Match length 


61 


% identity 


67 


NCBI Description 


(AF117224) wound-induced protein 




crystallinum] 


Seq. No. 


221864 



[Cucumis sativus] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-019-P1-K1-F11 

BLASTX 

gll74162 

528 

4.0e-54 

101 

91 

(U4497 6) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221865 

LIB3165-019-P1-K1-F12 

BLASTX 

g3913018 

518 

5.0e-53 

108 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA027 30_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 
Seq. ID 
Method 



221866 

LIB3165-019-P1-K1- 

BLASTX 



F2 



31367 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406530 
206 

2*0e-16 

63 

71 

(AF126870) rubisco activase [Vigna radiata] 
221867 

LIB3165-019-P1-K1-F6 

BLASTN 

g2477521 

49 

2.0e-18 

65 
94 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221868 

LIB3165-019-P1-K1-F7 

BLASTX 

g3334320 

448 

9.0e-45 

99 
92 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



221869 

LIB3165-019-P1-K1-F8 

BLASTX 

gl439609 

556 

2.0e-57 

112 

53 

(U62778) delta-tonoplast intrinsic protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221870 

LIB3165-019-P1-K1-F9 

BLASTX 

gl31385 

496 

2.0e-50 

130 

78 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



221871 

LIB3165-019-P1-K1-G1 

BLASTX 

g548774 

207 



31368 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-17 

40 
95 

60S RIBOSOMAL PROTEIN L7A >gi__542158_pir S38360 ribosomal 

protein L7a - rice >gi_3038 55_dbj_BAA02156__ (D12631) 
ribosomal protein L7A [Oryza sativa] 

221872 

LIB3165-019-P1-K1-G10 

BLASTX 

gl354515 

274 

3.0e-24 

131 

52 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221873 

LIB3165-019-P1-K1-G2 

BLASTX 

g508304 

353 

2.0e-33 

79 
80 

(L22305) corC [Medicago sativa] 
221874 

LIB3165-019-P1-K1-G3 

BLASTX 

gl352821 

641 

3.0e-67 

124 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



5-019-P1-K1-G6 



221875 
LIB3165- 
BLASTX 
g216078: 
324 

3.0e-30 

75 
84 

(AF001505) putative ammonium transporter OsAMTlp [Oryza 
sativa] 

221876 

LIB3165-019-P1-K1-G7 

BLASTX 

gll68411 



31369 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 

3.0e-23 

75 

75 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221877 

LIB3165-019-P1-K1-G9 

BLASTX 

gl709651 

353 

1.0e-33 

107 
64 

PLASTOCYANIN A PRECURSOR >gi_2117 431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



c^rr Kin 


991 R7fl 


Dtiq. ±U 


T.TR^I fiR-m Q-P1 -K1 -R1 n 
iiiDJiu J \j ± y it J. x\ J. n -L u 


L iC L.1 IKJ KJ. 


BLASTX 


NCBI GI 


g445613 


DiJAu 1 OL-Ul™ 


494 


E value 


4.0e-50 


Match length 


123 


O J.UC11I L Ly 


75 








22187 9 




T TR^1 £^-D1 Q-P1 -K1 -HI 1 


Method 


DT 7\ QTV 

Jd LAo 1 A 


NCBI GI 


g729051 


BLAST score 


551 


E value 


l.Ge-56 


Match length 


115 


% identity 


59 


NCBI Description 


CALTRACTIN (CENTRIN) 




caltractin-like prote 


Seq. No. 


221880 


Seq. ID 


LIB3165-019-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2708749 


BLAST score 


244 


E value 


1.0e-20 


Match length 


76 


% identity 


58 


NCBI Description 


(AC003952) putative s 




protein [Arabidopsis 


Seq. No. 


221881 


Seq. ID 


LIB3165-019-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4262181 


BLAST score 


144 


E value 


5.0e-09 



;Solanum tuberosum] 



1906390A 



rhodanese-like 



31370 



. Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
43 

(AC005508) 



37496 [Arabidopsis thaliana] 



221882 

LIB3165-019-P1-K1-H5 

BLASTX 

gl352821 

552 

7.0e-57 

116 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



o c; \^ • t 


221883 

41* ^1 J- \*J \J 




LIB31 65-01 9-P1-K1-H6 


A/T^-v -t- V~i 
l v lfci LXXCJVJ. 


O J_l,rt.O J. /\ 




a4406530 




207 


Hi v ctl Lit; 


9 Op-16 


Match length 


77 


% identity 


58 


IN Vw JZ> -L L^tJO^J L kJ U -L \J 1 1 


fAFl?f!fi7fn rnhi ^rn artiva^p FVicrna radiatal 




991 ft R4 

i ± U U 4 




T.TR31 6S-01 9-P1 -K1 -H7 




RT.A^TX 
id j_iri.o 1 /\ 








176 


E value 


7.0e-13 


Match length 


75 


% identity 


48 


NCBI Description 


(AB011797) homolog to plastid-lipid-associated 




[Citrus unshiu] 


Seq. No. 


221885 


Seq. ID 


LIB3165-019-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g82263 


BLAST score 


236 


E value 


7.0e-20 


Match length 


93 


% identity 


62 


NCBI Description 


ubiquinol — cytochrome-c reductase (EC 1.10.2.2 




cl precursor (clone pC (1)311) - potato 


Seq. No. 


221886 


Seq. ID 


LIB3165-020-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g!181599 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


83 



cytochrome 



31371 



% identity 


48 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No. 


221887 


Seq,. ID 


LIB3165-020-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


327 


E value 


2.0e-30 


Match length 


87 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


221888 


Seq. ID 


LIB3165-020-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


318 


E value 


2.0e-29 


Match length 


140 


% identity 


50 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




t remuloides ] 


Seq. No. 


221889 


Seq. ID 


LIB3165-020-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


612 


E value 


8.0e-64 


Match length 


114 


% identity 


98 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221890 


Seq. ID 


LIB3165-020-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


618 


E value 


2.0e-64 


Match length 


119 


% identity 


99 


NCBI Description 


(AB019427) elongation factor- 1 alpha [Nicptiana paniculata 


Seq. No. 


221891 


Seq. ID 


LIB3165-020-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


288 


E value 


3.0e-26 


Match length 


83 


% identity 


69 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 



31372 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221892 

LIB3165-020-P1-K1-A7 

BLASTX 

g266893 

654 

8.0e-69 

127 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322 4 16__pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



221893 

LIB3165-020-P1-K1-B10 

BLASTX 

g399082 

199 

2.0e-15 

128 
39 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_322713_pir S28171 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain, chloroplast - garden pea >gi_169045 
(M94558) ATP synthase delta subunit [Pisum sativum] 

221894 

LIB3165-020-P1-K1-B11 

BLASTX 

g2661021 

592 

1.0e-61 

112 

98 

(AF035255) catalase [Glycine max] *' 
221895 

LIB3165-020-P1-K1-B12 

BLASTX 

g400890 

316 

4.0e-29 

128 
45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_2 60917_bbs__119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

221896 

LIB3165-020-P1-K1-B3 

BLASTX 

gl352821 



31373 



o 



BLAST score . 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



627 

1.0e-65 

119 
95 

RIBCJLOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221897 

LIB3165-020-P1-K1-B4 

BLASTX 

g4406530 

363 

1.0e-34 

119 
65 

(AF126870) rubisco activase [Vigna radiata] 
221898 

LIB3165-020-P1-K1-B5 

BLASTX 

gl00200 

437 

3.0e-43 " 

114 

75 

chlorophyll a/b-binding protein type I precursor - tomato 
221899 

LIB3165-020-P1-K1-B7 

BLASTX 

g992706 

527 

7.0e-54 

100 

92 

(U33758) UBC13 [Arabidopsis thaliana] 
221900 

LIB3165-020-P1-K1-B8 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
221901 

LIB3165-020-P1-K1-C10 

BLASTX 

g2914706 

355 

1.0e-33 
94 



31374 



€1 



% identity 

NCBI Description 



65 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221902 

LIB3165-020-P1-K1-C2 

BLASTN 

g2687442 

94 

8.0e-46 

146 
91 

Mitella pentandra large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 


221903 






Seq. ID 


LIB3165-020 


-P1-K1-C5 




Method 


BLASTX 






NCBI GI 


g2191191 






BLAST score 


242 






E value 


2.0e-20 






Match length 


114 






% identity 


54 






NCBI Description 


(AF007271) 


A_TM021B04 . 


14 gene 




thaliana] 






Seq. No. 


221904 






Seq. ID 


LIB3165-020 


-P1-K1-C8 




Method 


BLASTX 






NCBI GI 


g2791834 






BLAST score 


511 






E value 


5.0e-52 






Match length 


97 






% identity 


100 






NCBI Description 


(AF041463) 


elongation 


factor 1 


Seq. No. 


221905 






Seq. ID 


LIB3165-020 


-P1-K1-C9 




Method 


BLASTX 






NCBI GI 


g2738949 






BLAST score 


547 






E value 


3.0e-56 






Match length 


114 






% identity 


89 






NCBI Description 


(AF022213) 


cytosolic ascorbate 




ananassa] 






Seq. No. 


221906 






Seq. ID 


LIB3165-020 


-Pl-Kl-Dl 




Method 


BLASTX 






NCBI GI 


g289920 






BLAST score 


695 






E value 


1.0e-73 






Match length 


135 







-alpha [Manihot esculenta] 



% identity 

NCBI Description 



98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



31375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221907 

LIB3165-020-P1-K1-D10 

BLASTX 

gl304227 

501 

8.0e-51 

128 
70 

(D63781) Epoxide hydrolase [Glycine max] 

>gi_2 7 64 8 04_emb__CAA5 52 93_ (X78547) epoxide hydrolase 

[Glycine max] 

221908 

LIB3165-020-P1-K1-D12 

BLASTX 

gl352821 

246 

3.0e-21 

72 

74 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate- carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221909 

LIB3165-020-P1-K1-D5 

BLASTX 

g4406530 

392 

5.0e-38 

111 
74 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221910 

LIB3165-020-P1-K1-D8 

BLASTX 

g2266992 

392 

5.0e-38 

131 
51 

(U77412) 
elegans] 



O-linked GlcNAc transferase [Caenorhabditis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221911 

LIB3165-020-P1-K1-E1 

BLASTX 

gl345698 

637 

9.0e-67 

126 
94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 



31376 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

221912 

LIB3165-020-P1-K1-E10 

BLASTX 

g289920 

451 

2.0e-45 

84 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221913 

LIB3165-020-P1-K1-E12 

BLASTX 

gl352821 

597 

4 .Oe-62 

113 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO- SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221914 

LIB3165-020-P1-K1-E2 

BLASTX 

g289920 

719 

2.0e-76 

136 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221915 

LIB31 65-02 0-P1-K1-E3 

BLASTX 

g289920 

723 

8.0e-77 

136 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221916 

LIB3165-020-P1-K1-E5 

BLASTX 

g3510256 

258 

3.0e-22 



31377 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
44 

(AC005310) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221917 

LIB3165-020-P1-K1-F10 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi__2 7 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221918 

LIB3165-020-P1-K1-F12 

BLASTX 

g2815246 

225 

2.0e-18 

'55 
73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
221919 

LIB3165-020-P1-K1-F3 

BLASTX 

gll638 

219 

9.0e-38 

107 

81 

(X01647) open reading frame (ORF701) pot. membrane protein 
(aa 1-487) [Marchantia polymorpha] 

221920 

LIB3165-020-P1-K1-F5 

BLASTX 

g289920 

727 

3.0e-77 

138 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221921 

LIB3165-020-P1-K1-F6 

BLASTX 

g2244916 

215 

3.0e-17 
133 



31378 



% identity 

NCBI Description 



35 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


ZZ 1 I7ZZ 


Seq. ID 


LIB31 65-02 0-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g945081 


BLAST score 


535 


E value 


8.0e-55 


Match length 


134 


% identity 


78 


NCBI Description 


(U31094) P21 [Petunia hybrida; 


Jbeq. lno. 


991 Q9^ 


Seq. ID 


LIB3165-020-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g285317 


BLAST score 


463 


E value 


2.0e-46 


Match length 


141 


% identity 


70 


NCBI Description 


dihydrolipoamide dehydrogenase 


Seq. No. 


221924 


Seq. ID 


LIB31 65-02 0-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


343 


E value 


2.0e-32 


Match length 


146 


% identity 


53 


NCBI Description 


(U55837) carbonic anhydrase [ 




tremuloides] 


Seq. No. 


221925 


Seq. ID 


LIB3165-020-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


718 


E value 


3.0e-76 


Match length 


134 



(EC 1.8.1.4) 



garden pea 



% identity 

NCBI Description 



99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221926 

LIB3165-020-P1-K1-G2 

BLASTX 

gll68408 

597 

4 .0e-62 

132 
89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



31379 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221927 

LIB3165-020-P1-K1-G3 

BLASTX 

gl352821 

613 

6.0e-64 

115 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221928 


Seq. ID 


LIB3165-020-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl694621 


BLAST score 


369 


E value 


2.0e-35 


Match length 


114 


% identity 


68 


NCBI Description 


(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 


Seq. No. 


221929 


Seq. ID 


LIB3165-020-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3063444 


BLAST score 


529 


E value 


4.0e-54 


Match length 


142 


% identity 


68 


NCBI Description 


(AC003981) F22013.5 [Arabidopsis thaliana] 


Seq. No. 


221930 


Seq. ID 


LIB3165-020-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


608 


E value 


2.0e-63 


Match length 


124 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221931 

LIB31 65-02 0-P1-K1-H2 

BLASTX 

g2995384 

286 

9.0e-28 

114 

57 



31380 



NCBI Description 



(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221932 

LIB3165-020-P1-K1-H4 

BLASTX 

g2351846 

208 

2.0e-16 

105 
46 

(U93050) poly (A) binding protein II [Mus musculus] 
221933 

LIB3165-020-P1-K1-H5 

BLASTX 

g3738285 

506 

2.0e-51 

127 

75 

(AC005309) unknown protein [Arabidopsis thaliana] 
221934 

LIB3165-020-P1-K1-H6 

BLASTX 

g548437 

179 

4.0e-13 

133 

36 

OSH1 PROTEIN >gi_1078479_pir S53463 SWH1 protein {version 

1) - yeast (Saccharomyces cerevisiae) >gi_456143 (L28920) 
Oshlp [Saccharomyces cerevisiae] 

221935 

LIB3165-020-P1-K1-H8 

BLASTX 

g231688 

668 

2.0e-70 

126 

100 

CATALASE ISOZYME 2 >gi_99599_pir_S174 93 catalase (EC 
1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221936 

LIB3165-020-P1-K1-H9 

BLASTX 

g2760834 

495 

4.0e-50 

132 

74 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



31381 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221937 

LIB3165-021-P1-K1-A10 

BLASTX 

g289920 

702 

2.0e-74 

133 

98 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221938 

LIB3165-021-P1-K1-A11 

BLASTX 

g231688 

298 

5.0e-27 

57 
100 

CATALASE ISOZYME 2 >gi__99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221939 

LIB3165-021-P1-K1-A2 

BLASTX 

g487046 

368 

3.0e-35 

130 

62 

photosystem I chain II precursor ■ 
>gi_4 07769_dbj_BAA02871_ (D13718) 
[Nicotiana sylvestris] 



■ wood tobacco 
PSI-D1 precursor 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221940 

LIB3165-021-P1-K1-A5 

BLASTX 

g289920 

698 

6.0e-74 

133 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221941 

LIB3165-021-P1-K1-A6 

BLASTX 

g4406530 

364 

9.0e-35 

104 

74 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



221942 



31382 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-021-P1-K1-A8 

BLASTX 

gl66834 

539 

2.0e-55 

134 

75 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi__2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221943 

LIB3165-021-P1-K1-B11 

BLASTX 

gl352821 

544 

7.0e-56 

103 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221944 

LIB3165-021-P1-K1-B2 

BLASTX 

g2501578 

477 

5.0e-48 
110 

89 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi__1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 


221945 


Seq. ID 


LIB3165-021-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


240 


E value 


2.0e-24 


Match length 


70 


% identity 


88 


NCBI Description 


(AF0671 8 4 ) aquaporin 


Seq. No. 


221946 


Seq. ID 


LIB3165-021-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g548653 


BLAST score 


176 


E value 


1.0e-12 


Match length 


94 


% identity 


45 


NCBI Description 


50S RIBOSOMAL PROTEIN 



1 [Samanea saman] 



(CL12-A) 



31383 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__5418 95_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 68771_ernb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



221947 

LIB3165-021-P1-K1-B8 

B LASIX 

gl076724 

554 

3.0e-57 

109 

91 

LHCI-680, photosystem I 
>gi_6 6 6 0 5 4_emb_CAA5 9 0 4 9_ 



antenna protein - barley 
(X84308) LHCI-680 f photosystem I 



antenna protein [Hordeum vulgare] 



Qpa No 


221948 


Seq. ID 


LIB3165-021 


Met hod 


BLASTX 


NCBI GI 


al00196 

u -L \J W J- \J 


BLAST score 


494 


E value 


4 . Oe-50 


Match length 


109 


% identity 


83 


NCRT np<?rrint i on 


phi oronhvl 1 


kJ O • IN w » 


22194 9 


Seq. ID 


LIB3165-021 


Met l~i od 


BLASTX 


NCRT GT 


a3650033 


BLAST score 


155 


E value 


3 . 0e-10 


Match length 


81 


1 identity 


41 


NCBI Description 


(AC005396) 


Seq. No. 


221950 


Seq. ID 


LIB3165-021 


Method 


BLASTX 


NCBI GI 


g4105697 


BLAST score 


446 


E value 


2.0e-44 


Match length 


113 


% identity 


69 


NCBI Description 


(AF049870) 


Seq. No. 


221951 


Seq. ID 


LIB3165-021 


Method 


BLASTX 


NCBI GI 


gl777312 


BLAST score 


461 


E value 


4.0e-46 


Match length 


118 


% identity 


74 


NCBI Description 


(D30622) no 



-P1-K1-B9 



tomato 



thaliana] 



31384 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221952 

LIB3165-021-P1-K1-D1 

BLASTX 

gl354515 

369 

2.0e-35 

139 

57 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221953 

LIB3165-021-P1-K1-D2 

BLASTX 

gl352821 

510 

7.0e-52 

100 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221954 


Seq. ID 


LIB3165-021-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


274 


E value 


3.0e-24 


Match length 


134 


% identity 


48 


NCBI Description 


(U55837) carbonic anhydrase 




tremuloides] 


Seq. No. 


221955 


Seq. ID 


LIB3165-021-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


340 


E value 


6.0e-32 


Match length 


130 


% identity 


48 


NCBI Description 


(U89959) CER1 protein [Arab 


Seq. No. 


221956 


Seq. ID 


LIB3165-021-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4538959 


BLAST score 


436 


E value 


3.0e-43 


Match length 


120 


% identity 


72 


NCBI Description 


(AL049488) putative protein 


Seq. No. 


221957 



31385 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-021-P1-K1-D6 

BLASTX 

g289920 

704 

1.0e-74 

133 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221958 

LIB3165-021-P1-K1-D8 

BLASTX 

gl31399 

214 

1.0e-17 

87 
55 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_8227 7jpir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 8 9_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 

221959 

LIB3165-021-P1-K1-D9 

BLASTX 

gl21353 

443 

5.0e-44 

115 

76 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005__emb_CAA31234_ (X12738) 
GS precursor protein [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221960 

LIB3165-021-P1-K1-E1 

BLASTX 

g231496 

313 

3.0e-36 

87 
92 

ACTIN 58 >giJL00421jpir 
>gi_2 153 6_emb_CAA3 92 7 8 J 



_S20094 actin - potato 
(X55749) actin [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%■ identity 



221961 

LIB3165-021-P1-K1-E12 

BLASTX 

gl20669 

497 

2.0e-50 

99 
93 



31386 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221962 

LIB3165-021-P1-K1-E3 

BLASTX 

gll5833 

419 

3.0e-41 

117 

71 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi__100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221963 

LIB3165-021-P1-K1-E5 

BLASTX 

gl352821 

597 

4.0e-62 
111 

98' 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221964 

LIB3165-021-P1-K1-E6 

BLASTX 

g3047064 

359 

4.0e-34 

134 

61 

(AF058825) contains similarity to peptidyl -prolyl cis-trans 
isomerase (Pfam: pro_isomerase . hmm, score: 23.8 6 and 28.41 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221965 

LIB3165-021-P1-K1-E8 

BLASTX 

gl352821 

615 

3.0e-64 

122 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 



31387 



fl 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221966 

LIB3165-021-P1-K1-F11 

BLASTX 

gl25576 

625 

2.0e-65 

123 
98 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE ) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441__emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

221967 

LIB3165-021-P1-K1-F2 

BLASTX 

gl707943 

613 

6.0e-64 

126 

94 

GLUCOSE-1-PHOSPHATE ADENYLYL TRANSFERASE SMALL SUBUNIT 
PRECURSOR 1 (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUC0SE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi__541977_pir S41293 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
fava bean >gi_4 4 0 5 9 3_emb_CAA5 4 2 5 9_ (X76940) ADP-glucose 
pyrophosphorylase [Vicia faba] 

221968 

LIB3165-021-P1-K1-F3 

BLASTX 

gl352821 

616 

3.0e-64 

124 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221969 

LIB31 65-02 1-P1-K1-F6 

BLASTX 

g3914940 

423 

1.0e-41 

140 
64 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi__2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 



31388 



[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221970 

LIB3165-021-P1-K1-F8 

BLASTX 

g285317 

307 

4.0e-28 

103 

65 

dihydrolipoamide dehydrogenase 



(EC 1.8.1.4} - garden pea 



221971 

LIB3165-021-P1-K1-F9 

BLASTX 

gl352821 

546 

4 .0e-56 

104 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39} small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221972 

LIB3165-021-P1-K1-G1 

BLASTX 

g68200 

467 

8.0e-47 

127 

76 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221973 

LIB31 65-02 1-P1-K1-G10 

BLASTX 

gl709651 

450 

7.0e-45 

139 
65 

PLASTOCYANIN A PRECURSOR >gi_2 1 17 431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185} plastocyanin a [Populus 
nigra] 

221974 

LIB3165-021-P1-K1-G2 

BLASTX 

g3451463 

240 

3.0e-20 



31389 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
40 

(AL031349) hypothetical protein [Schizosaccharomyces pombe] 
221975 

LIB3165-021-P1-K1-G3 

BLASTX 

gl781348 

286 

1.0e-25 

71 
75 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221976 

LIB3165-021-P1-K1-G5 

BLASTX 

g81850 

417 

5.0e-41 

86 
99 

histone H3 (clone pH3c-l) - alfalfa (fragment) 

>gi_82 927 9_emb_CAA31967_ (X13676) histone H3 (AA 1-120) 

[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221977 

LIB3165-021-P1-K1-G6 

BLASTX 

g68200 

566 

2.0e-58 

139 

82 

fructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi 22633 emb CAA47293 



precursor, 
(X66814) 



fructose-bisphosphate aldolase [Spinacia oleracea] 
221978 

LIB3165-021-P1-K1-G7 

BLASTN 

gl8511 

377 

0.0e+00 

409 

98 

G.hirsutum light regulated unknown reading frame DNA 
221979 

LIB3165-021-P1-K1-G8 

BLASTX 

g4049399 

160 

7.0e-ll 

108 

33 
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NCBI Description (Y09581) FR02 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221980 

LIB3165-021-P1-K1-G9 

BLASTX 

g4406530 

341 

4.0e-32 

104 

71 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 


221981 


Seq. ID 


LIB3165-021-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2252824 


BLAST score 


211 


E value 


3.0e-17 


Match length 


86 


% identity 


56 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana 


Seq. No. 


221982 


Seq. ID 


LIB3165-021-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


605 


E value 


5.0e-63 


Match length 


113 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221983 


Seq. ID 


LIB3165-021-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2564237 


BLAST score 


440 


E value 


1.0e-43 


Match length 


103 


% identity 


78 


NCBI Description 


(Y10112) omega-6 desaturase [Gossypium hirsutum] 


Seq. No. 


221984 


Seq. ID 


LIB3165-021-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


517 


E value 


1.0e-52 


Match length 


121 


% identity 


83 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
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apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 

[Malus domestical 



Seq. No. 


221985 


Seq. ID 


LIB3165-021-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


358 


E value 


4.0e-34 


Match length 


88 


% identity 


77 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 




PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 




ribulose-1 , 5-bisphosphate carboxylase/oxygenase activase 




[Oryza sativa] 


Seq* No. 


zzl9oo 


Seq. ID 


LIB3165-021-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g973313 


BLAST score 


549 


E value 


2.0e-56 


Match length 


113 


% identity 


91 


NCBI Description 


(U30250) myo-inositol 1-phosphate synthase isozyme-2 




[Arabidopsis thaliana] 


Seq. No. 


221987 


Seq. ID 


LIB3165-022-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


51 


% identity 


59 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


221988 


Seq. ID 


LIB3165-022-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


352 


E value 


2. Oe-33 


Match length 


99 


% identity 


70 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


221989 


Seq. ID 


LIB3165-022-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


645 


E value 


1.0e-67 


Match length 


119 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
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(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221990 


Seq. ID 


LIB3165-022-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl653089 


BLAST score 


305 


E value 


8.0e-28 


Match length 


89 


% identity 


63 


NCBI Description 


(D90911) hypothetical protein [Synechocystis sp.] 


Seq. No. 




Seq. ID 


LIB3165-022-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!25578 


BLAST score 


341 


E value 


4.0e-32 


Match length 


99 


% identity 


68 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE ) (PRKASE) 




(PRK) >gi_167266 (M73707) phosphoribulokinase 




[Mesembryanthemum crystallinum] 


Seq. No. 


221992 


Seq. ID 


LIB3165-022-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2218141 


BLAST score 


294 


E value 


1.0e-26 


Match length 


112 


% identity 


51 


NCBI Description 


(AF004 914) E8 protein homolog [Lycopersicon esculentum] 


Seq. No. 


221993 


Seq. ID 


LIB3165-022-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


412 


E value 


1.0e-40 


Match length 


83 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4505 05_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



221994 

LIB3165-022-P1-K1-B12 

BLASTX 

gll9150 

631 

4.0e-66 
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Match length 

% identity 

NCBI Description 



124 
95 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 

>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221995 

LIB3165-022-P1-K1-B5 

BLASTX 

g289920 

704 

1.0e-74 

134 
97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221996 

LIB3165-022-P1-K1-B6 

BLASTX 

gl31392 

291 

2.0e-33 

105 
70 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi__21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD [Spinacia oleracea] 

221997 

LIB3165-022-P1-K1-B7 

BLASTX 

g2499710 

623 

4.0e-65 

132 

84 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

221998 

LIB3165-022-P1-K1-B8 

BLASTX 

g2281633 

189 

2.0e-20 

135 

51 

(AF003097) AP2 domain containing protein RAP2 . 4 
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[Arabidopsis thaliana] 



Seq. No. 


221999 


Seq. ID 


LIBoloo-UZ^-Pl-Kl-i3y 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


346 


E value 


1.0e-32 


Match length 


119 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222000 


Seq. ID 


LIB3165-022-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


601 


E value 


1.0e-62 


Match length 


117 


% identity 


95 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222001 


Seq. ID 


LIB31 65- 022-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2924521 


BLAST score 


179 


E value 


4.0e-13 


Match length 


109 


% identity 


42 


NCBI Description 


(AL022023) putative protein [Arabidopsis thaliana] 


Seq. No. 


222002 


Seq. ID 


LIB3165-022-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


291 


E value 


3 . Oe-26 


Match length 


105 


% identity 


62 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 




tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


222003 


Seq. ID 


LIB3165-022-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4103324 


BLAST score 


367 


E value 


8.0e-37 


Match length 


88 


% identity 


93 


NCBI Description 


(AF022716) GDP-mannose pyrophosphorylase [Solanum 




tuberosum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222004 

LIB3165-022-P1-K1-C4 

BLASTX 

gl666234 

324 

4.0e-30 

66 

95 

(U76193) actin [Pisum sativum] >gi__1724143 
[Pisum sativum] 



(U81049) actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222005 

LIB3165-022-P1-K1-C5 

BLASTX 

g4510354 

166 

1.0e-ll 

70 
50 

(AC006921) unknown protein [Arabidopsis thaliana] 
222006 

LIB3165-022-P1-K1-C8 

BLASTN 

g3510339 

34 

1.0e-09 

157 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

222007 

LIB3165-022-P1-K1-C9 

BLASTX 

gll72664 

265 

4.0e-23 

56 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222008 

LIB3165-022-P1-K1-D10 
BLASTX 
-g3024020 
620 

8 .Oe-65 

124 
94 
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NCBI Description 



INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222009 

LIB3165-022-P1-K1-D12 

BLASTX 

g2735766 

181 

3.0e-13 

118 
37 

(AF008652) MADS transcriptional factor; STMADS11 [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222010 

LIB3165-022-P1-K1-D2 

BLASTX 

g461812 

333 

4.0e-31 

114 

50 

CYTOCHROME P4 50 72 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222011 

LIB3165-022-P1-K1-D6 

BLASTX 

gl362017 

179 

4.0e-13 

78 
51 

zinc finger protein 4 



- Arabidopsis thaliana >gi_790679 



(L39-647) zinc finger protein [Arabidopsis thaliana] 
222012 

LIB3165-022-P1-K1-D8 

BLASTX 

g3738261 

209 

1.0e-16 

52 
85 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222013 

LIB3165-0.22-P1-K1-D9 

BLASTX 

gl352821 

580 

4 .0e-60 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222014 

LIB3165-022-P1-K1-E1 

BLASTX 

gll3240 

129 

1.0e-10 

60 
62 

ACTIN 2 >gi_71636_pir ATRZ2 actin 2 - rice 

>gi_20329_emb_CAA33873_ (X15864) actin [Oryza sativa] 

222015 

LIB3165-022-P1-K1-E11 

BLASTX 

gll9931 

382 

7.0e-37 

109 

69 

FERREDOXIN I PRECURSOR >gi_65740_pir FEPM1 ferredoxin 

[2Fe-2S] I precursor - garden pea >gi_169087 (M31713) 
ferredoxin I precursor [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



222016 

LIB3165-022-P1-K1-E2 

BLASTX 

gl352821 

520 

4.0e-53 

102 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222017 

LIB3165-022-P1-K1-E4 

BLASTX 

gll68411 

154 

4.0e-10 

72 
49 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222018 

LIB3165-022-P1-K1-E5 
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Method 


BLASTX 


NCBI GI 


g44 06530 


BLAST score 


351 


E value 


3.0e-33 


Match length 


94 


% identity 


77 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222019 


Seq. ID 


LIB3165-022-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


390 


E value 


7.0e-38 


Match length 


96 


% identity 


77 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC 




[Arabidopsis thaliana] 


Seq. No. 


222020 


Seq. ID 


LIB3165-022-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2829892 


BLAST score 


219 


E value 


9.0e-18 


Match length 


109 


% identity 


51 


NCBI Description 


(AC002311) putative pectinesterase [Arabidopsis thaliana] 


Seq. No. 


222021 


Seq. ID 


LIB3165-022-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3776572 


BLAST score 


344 


E value 


2.0e-32 


Match length 


99 


% identity 


70 


NCBI Description 


(AC005388) ESTs gb R65052, gb AA712146, gb H76533, 




gb H76282, gb_AA650771, gb_H76287, gb_AA650887, gb_N37383 7 




gb Z29721 and gb_Z29722 come from this gene. [Arabidopsis 




thaliana] 


Seq. No. 


222022 


Seq. ID 


LIB3165-022-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl354517 


BLAST score 


175 


E value 


1.0e-12 


Match length 


39 


% identity 


85 


NCBI Description 


(U55838) carbonic anhydrase [Populus tremula x Populus 




tremuloides ] 


Seq. No. 


222023 


Seq. ID 


LIB3165-022-P1-K1-F10 


Method 


BLASTX 


NCBI, GI 


g!724102 
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BLAST score 


Z / / 


E value 


6.0e-25 


Match length 


63 


% identity 


87 


NCBI Description 


(U797 66) S-adenosyl-L-homocystein hydrolase; SAH 




[Mesembryanthemum crystallinum] 


Seq. No. 


222024 


Seq. ID 


LIB3165-022-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2129651 


BLAST score 


558 


E value 


2 . Oe-57 


Match length 


139 


% identity 


77 


NCBI Description 


myosin heavy chain ATM2 - Arabidopsis thaliana (fragment' 




>gi_499045_eirib_CAA84065_ (Z34292) myosin [Arabidopsis 




thaliana] 


Seq, No. 


222025 


Seq. ID 


LIB3165-022-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl439609 


BLAST score 


321 


E value 


1.0e-29 


Match length 


79 


% identity 


80 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 




hirsutum] 


Seq. No. 


222026 


Seq. ID 


LIB3165-022-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl514977 


BLAST score 


375 


E value 


2.0e-36 


Match length 


93 


% identity 


74 


NCBI Description 


(D84669) VM23 [Raphanus sativus] 


Seq. No. 


222027 


Seq. ID 


LIB3165-022-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll99772 


BLAST score 


298 


E value 


5 . 0e-27 


Match length 


123 


% identity 


55 


NCBI Description 


(D83226) extensin like protein [Populus nigra] 




>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 




[Populus nigra] 


Seq. No. 


222028 


Seq. ID 


LIB3165-022-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


444 



31400 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-44 

123 
74 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
222029 

LIB3165-022-P1-K1-G10 

BLASTX 

g430947 

420 

2.0e-41 

104 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222030 

LIB3165-022-P1-K1-G11 

BLASTX 

gl709846 

312 

1.0e-28 

129 

47 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222031 

LIB3165-022-P1-K1-G12 

BLASTX 

gl31399 

547 

3.0e-56 

129 

82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277___pir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 8 9_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222032 

LIB3165-022-P1-K1-G3 

BLASTX 

g3913661 

296 

8.0e-27 

80 

70 

FERREDOXIN B (FD B) >gi_3228 07_pir S28199 ferredoxin 

[2Fe-2S] B - giant taro >gi_264 602_bbs__123934 ferredoxin B 
isoprotein, Fd B [Alocasia macrorrhiza=elephant ear, 
Schott, Peptide, 98 aa] 



Seq. No. 
Seq. ID 



222033 

LIB3165-022-P1-K1-G4 



31401 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl66834 

170 

2.0e-12 

39 
74 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 


222034 


Seq. ID 


LIB3165-022-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


625 


E value 


2.0e-65 


Match length 


138 


% identity 


90 


NCBI Description 


glycolate oxidase [L 


Seq. No. 


222035 


Seq. ID 


LIB3165-022-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


346 


E value 


1.0e-32 


Match length 


120 


% identity 


62 


NCBI Description 


(L07119) chlorophyll 




hirsutum] 


Seq. No. 


222036 


Seq. ID 


LIB3165-022-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g886100 


BLAST score 


559 


E value 


1.0e-57 


Match length 


124 


% identity 


86 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(U27347) putative water channel protein; plasma lemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Access ion Number S44084 [Glycine max] 

222037 

LIB3165-022-P1-K1-G9 

BLASTX 

gl354515 

314 

6.0e-29 

138 
51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

222038 

LIB3165-022-P1-K1-H11 
BLASTX 



31402 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



gll9905 
662 

1.0e-69 

135 
90 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 f erredoxin— NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 

222039 

LIB3165-022-P1-K1-H3 

BLASTX 

g3850111 

240 

3.0e-20 

112 
42 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

222040 

LIB3165-022-P1-K1-H6 

BLASTX 

g!352821 

577 

1.0e-60 

118 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222041 

LIB3165-022-P1-K1-H7 

BLASTX 

gl352821 

558 

2.0e-57 

112 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222042 

LIB3165-023-P1-K1-A1 

BLAST N 

g2656026 

60 

5.0e-25 



31403 



Match length 

% identity 

NCBI Description 



188 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222043 

LIB3165-023-P1-K1-A12 

BLASTX 

gl352821 

743 

3.0e-7 9 

138 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222044 

LIB3165-023-P1-K1-A2 

BLASTX 

g400198 

217 

2.0e-17 

85 
55 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
(LIGHT-REGULATED UNKNOWN 11 KD PROTEIN) 

>gi_99604_pir S21023 hypothetical protein - upland cotton 

>gi_1361978_pir A57500 photosystem II protein psbT - 

upland cotton >gi_18512_emb_CAA38027_ (X54092) unknown 
reading frame [Gossypium hirsutum] 

222045 

LIB3165-023-P1-K1-A4 

BLASTX 

g289920 

211 

9.0e-22 

99 

66 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222046 

LIB3165-023-P1-K1-A6 

BLASTX 

g3776572 

168 

8.0e-12 

131 
4 6 

(AC005388) ESTs gb_R65052, gb_AA712146, gb_H76533, 
gb_H76282, gb_AA650771, gbJH6287, gb_AA650887, gb_N37383, 
gb_Z29721 and gb_Z29722 come from this gene. [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222047 

LIB3165-023-P1-K1-A7 

BLASTX 

g3335350 

265 

3.0e-23 

119 

31 

(AC004512) Similar to gb_Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransf erase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 





Seq. No. 


222048 




Seq. ID 


LIB3165-023- 




Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


366 




E value 


6. 0e-35 




Match length 


107 




% identity 


73 


m 


NCBI Description 


(AF126870) : 




Seq. No. 


222049 




Seq. ID 


LIB3165-023- 




Method 


BLASTX 




NCBI GI 


g544437 




BLAST score 


386 




E' value 


2.0e-37 




Match length 


90 




% identity 


83 




NCBI Description 


GLUTATHIONE 






>gi_296358_i 




Seq. No. 


222050 




Seq. ID 


LIB3165-023' 




Method 


BLASTX 




NCBI GI 


g3183454 




BLAST score 


247 




E value 


5.0e-21 




Match length 


110 




% identity 


45 



rubisco activase [Vigna radiata] 



■P1-K1-B1 



PEROXIDASE HOMOLOG ( SALT -ASSOC I AT ED PROTEIN) 
imb CAA47018 (X66377) CIT-SAP [Citrus sinensis] 



NCBI Description 



HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_erab_CAA10859_ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_26337 67_emb_CAB13269_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222051 

LIB3165-023-P1-K1-B11 

BLASTX 

gl31399 

520 

5.0e-53 

128 

79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 
TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir_S00411 



31405 



photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222052 

LIB3165-023-P1-K1-B3 

BLASTX 

g4415908 



BLAST score 


334 


E value 


5.0e-47 


Match length 


109 


% identity 


83 


NCBI Description 


(AC006282) unknown protein [Arab. 


Seq. No. 


222053 


Seq. ID 


LIB3165-023-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


711 


E value 


2.0e-75 


Match length 


136 


% identity 


97 


NCBI Description 


(L07119) chlorophyll A/B binding 




hirsutum] 


Seq. No. 


222054 


Seq. ID 


LIB3165-023-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4415908 


BLAST score 


258 


E value 


2 . Oe-22 


Match length 


63 


% identity 


81 


NCBI Description 


(AC006282) unknown protein [Arab 


Seq. No. 


222055 


Seq. ID 


LIB3165-023-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


402 


E value 


3. 0e-39 


Match length 


114 


% identity 


52 


NCBI Description 


(AC004 697) hypothetical protein 


Seq. No. 


222056 


Seq. ID 


LIB3165-023-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


385 


E value 


9. 0e-44 


Match length 


122 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


Seq. No. 


222057 


Seq. ID 


LIB3165-023-P1-K1-C2 



CHLOROPLAST PRECURSOR 



31406 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023752 

237 

6.0e-20 

95 
58 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



222058 

LIB3165-023-P1-K1-C3 

BLASTX 

g3913649 

149 

1.0e-15 

83 
58 

FERREDOXIN >gi_4 0437 4_bbs_135 503 [2Fe-2S] ferredoxin, 
[2Fe-2S] Fd [Datura stramonium, var. stramonium and var. 
tatula, Peptide, 97 aa] >gi_1174327_bbs_171862 [2Fe-2S] 
ferredoxin [Datura fastuosa, leaves, Peptide, 97 aa] 
>gi_742379_prf 2009392A ferredoxin [Datura stramonium] 

222059 

LIB3165-023-P1-K1-C8 

BLASTX 

g3309086 

375 

8.0e-37 

87 
90 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 

222060 

LIB3165-023-P1-K1-D10 

BLASTX 

g2791834 

268 

9.0e-35 

105 
77 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 



222061 

LIB3165-023-P1-K1-D11 

BLASTX 

gll68411 

449 

2.0e-45 

121 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 
Method 



222062 

LIB3165-023-P1-K1-D12 
BLASTX 



31407 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3935185 
412 

2.0e-40 

137 
67 

(AC004557) 



F17L21.28 [Arabidopsis thaliana] 



222063 

LIB3165-023-P1-K1-D4 

BLASTX 

g3201969 

416 

7.0e-41 

122 
61 

(AF068332) submergence induced protein 2A [Oryza sativa] 
222064 

LIB3165-023-P1-K1-D5 

BLASTX 

g289920 

647 

6.0e-68 

124 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222065 

LIB3165-023-P1-K1-D6 

BLASTX 

gl488043 

267 

2. 0e-23 

83 

67 

(U63784) PAPS-reductase-like protein [Catharanthus roseus] 
222066 

LIB3165-023-P1-K1-D9 

BLASTX 

g4262239 

395 

2.0e-45 
143 
66 

(AC006200) 
thaliana] 



putative membrane transporter [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222067 

LIB3165-023-P1-K1-E1 

BLASTX 

g417820 

155 

7.0e-27 

74 

96 



31408 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ACYL- f AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_167536 (M59858) 
stearoyl-acyl-carrier protein desaturase [Cueumis sativus] 

222068 

LIB3165-023-P1-K1-E10 

BLASTN 

g3241924 

40 

4.0e-13 

147 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 

222069 

LIB3165-023-P1-K1-E12 

BLASTX 

g3293031 

452 

4. Oe-45 
116 
79 

(AJ007574) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



amino acid carrier [Ricinus communis] 



222070 

LIB3165-023-P1-K1-E2 

BLASTX 

g4091806 

274 

3.0e-24 

88 

44 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
222071 

LIB3165-023-P1-K1-E4 

BLASTX 

gl352821 

566 

2.0e-58 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4505 05_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222072 

LIB3165-023-P1-K1-E5 

BLASTX 

g4567202 

456 

1. Oe-45 

99 

91 



31409 



NCBI Description (AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 


222073 


Seq. ID 


LIB3165-023-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g!679658 


BLAST score 


212 


E value 


6.0e-17 


Match length 


91 


% identity 


53 


NCBI Description 


(U63726) gamma glutamyl hydrolase [Glycine 


Seq. No. 


22207 4 


Seq. ID 


LIB3165-023-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2641638 


BLAST score 


569 


E value 


2. Oe-63 


Match length 


140 


% identity 


89 


NCBI Description 


(AF032883) AtJ3 [Arabidopsis thaliana] 




222075 


Seq. ID 


LIB3165-023-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3121825 


1} ! 1 f-\ l ) J. O W -I- C 


177 


T* 1 1 HP 


2 . Oe-13 


Match length 


87 


% i He^nt i t v 


64 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL- 


ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63 




basl protein [Spinacia oleracea] 


Seq. No. 


222076 


Seq. ID 


LIB3165-023-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2499946 


BLAST score 


143 


E value 


4.0e-09 


Match length 


31 



(X94219) 



% identity 

NCBI Description 



84 

URIDINE 5' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222077 

LIB3165-023-P1-K1-F3 

BLASTX 

g421826 

182 

2. Oe-13 

103 

42 

chlorophyll a/b-binding protein CP2 9 



Arabidopsis thaliana 



31410 



> gi__2 9803 6_emb_CAA5 0 7 1 2_ 
thaliana] 



(X71878) CP29 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



222078 

LIB3165-023-P1-K1-F4 

BLASTX 

g2078386 

246 

6.0e-21 

129 
30 

(U96623) glyceraldehyde-3-phosphate-dehydrogenase 
[Selaginella lepidophylla] 

222079 

LIB3165-023-P1-K1-F8 

BLASTX 

g!352821 

579 

6.0e-60 

109 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222080 

LIB3165-023-P1-K1-G5 

BLASTX 

g3860272 

262 

1.0e-46 

108 
90 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4 314 399_gb__AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

222081 

LIB3165-023-P1-K1-G7 

BLASTX 

g4406530 

231 

3.0e-31 

98 
73 

(AF126870) rubisco activase [Vigna radiata] 
222082 

LIB3165-023-P1-K1-H10 

BLASTX 

gl488043 

235 

1.0e-19 
73 
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% identity 


68 


NCBI Description 


(U63784) PAPS-reductase-like protein [Catharanthus roseus; 


Seq. No. 


222083 


Seq. ID 


LIB3165-023-P1-K1-H2 


Method 


BLASTX 


NCBI bl 


go o / do io 


BLAST score 


190 


E value 


2.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


(AF091514) metallothionein homolog [Elaeagnus umbellata] 


Seq. No. 


222084 


Seq. ID 


LIB3165-023-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2435518 


tsLiAoi score 


1 A £ 
J. f± O 


E value 


3.0e-09 


Match length 


80 


% identity 


44 


NCBI Description 


(AF024504) contains similarity to C3HC4-type zinc fingers 




[Arabidopsis thaliana] 


Seq. No. 


222085 


Seq. ID 


LIB3165-023-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


4oo 


E value 


3.0e-47 


Match length 


139 


% identity 


66 


NCBI Description 


(U55837) carbonic anhydrase [Populus treraula x Populus 




tremuloides] 


Seq. No. 


222086 


Seq. ID 


LIB3165-024-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl20026 


BLAST score 


188 


E value 


j . ue — 1 4 


Match length 


87 


% identity 


55 


NCBI Description 


FERREDOXIN PRECURSOR >gi 657 4 6 pir FEQH ferredoxin 


[2Fe-2S] precursor - white campion >gi_21362_emb_CAA26281 




(X02432) ferredoxin precursor [Silene latifolia ssp. alba 


Seq. No. 


222087 


Seq. ID 


LIB3165-024-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2832669 


BLAST score 


196 


E value 


4.0e-15 


Match length 


117 


% identity 


44 


NCBI Description 


(AL021712) hypothetical protein [Arabidopsis thaliana] 



31412 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222088 

LIB3165-024-P1-K1-A12 

BLASTX 

g2754849 

585 

1.0e-60 

133 
83 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222089 

LIB3165-024-P1-K1-A5 

BLASTX 

g3063392 

436 

3.0e-43 

116 

76 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
222090 

LIB3165-024-P1-K1-A6 

BLASTX 

g4091810 

379 

2.0e-36 

140 

49 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222091 

LIB3165-024-P1-K1-A8 

BLASTX 

gl352821 

617 

2.0e-64 

120 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222092 

LIB3165-024-P1-K1-B1 

BLASTX 

g20733 

4 92 

9.0e-50 

122 
77 

(X15188) precursor C-terminal 
[Pisum sativum] 



fragment (AA -80 to 367) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222093 

LIB3165-024-P1-K1-B12 

BLASTN 

g3985958 

37 

2.0e-ll 

49 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



222094 

LIB3165-024-P1-K1-B2 

BLASTX 

g70644 

616 

2.0e-64 

125 
19 

ubiquitin precursor - 



common sunflower (fragment) 



222095 

LIB3165-024-P1-K1-B3 

BLASTX 

g3242704 

156 

2.0e-10 

45 

64 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
222096 

LIB3165-024-P1-K1-B7 

BLASTX 

g2129879 

619 

8.0e-65 

117 

64 

chlorophyll a/b-binding protein type II precursor, 
photosystem I - garden pea >gi_602359_emb_CAA57492_ 
(X81962) Type II chlorophyll a/b binding protein from 
photosystem I [Pisum sativum] 

222097 

LIB3165-024-P1-K1-B8 

BLASTX 

gl352821 

4 92 

7.0e-50 

94 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222098 

LIB3165-024-P1-K1-B9 

BLASTX 

g3913651 

476 

7.0e-48 

112 

79 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222099 

LIB3165-024-P1-K1-C2 

BLASTX 

gl352821 

563 

4.0e-58 

107 
9 9 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutuxn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222100 

LIB3165-024-P1-K1-C3 

BLASTX 

g421826 

393 

3.0e-38 

120 

63 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222101 

LIB3165-024-P1-K1-C6 

BLASTX 

g4538897 

493 

7.0e-50 

135 

68 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222102 

LIB3165-024-P1-K1-C7 

BLASTX 

gl928981 

455 

2.0e-45 

112 

81 
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NCBI Description 



(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. footrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222103 

LIB3165-024-P1-K1-C8 

BLASTX 

g2754849 

416 

2.0e-45 

120 
80 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222104 

LIB3165-024-P1-K1-C9 

BLASTX 

gl353352 

429 

2.0e-42 

136 
57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222105 

LIB3165-024-P1-K1-D10 

BLASTX 

g398992 

432 

8.0e-43 

100 
76 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 
( ETHYLENE- FORMING ENZYME) (EFE) (PROTEIN PT0M13) 

>gi_100205__pir S16591 ethylene-f orming enzyme - tomato 

>gi_19207_emb_CAA41212_ (X58273) 

1-Aminocyclopropane-l-carboxylic acid oxidase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222106 

LIB3165-02 4-P1-K1-D11 

BLASTX 

g398992 

452 

4.0e-45 

105 

75 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) (PROTEIN PTOM13) 

>gi_100205_pir S16591 ethylene-f orming enzyme - tomato 

>gi~19207_emb_CAA41212_ (X58273) 

1-Aminocyclopropane-l-carboxylic acid oxidase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



222107 

LIB3165-024-P1-K1-D2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2055230 

339 

7.0e-32 

114 
56 

(AB000130) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SRC2 [Glycine max] 



222108 

LIB3165-024-P1-K1-D4 

BLASTX 

gl352821 

512 

4.0e-52 

109 
89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222109 

LIB3165-024-P1-K1-D6 

BLASTX 

gl31166 

557 

1.0e-59 

125 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_8 210 0_pir S00449 

photosystem I chain II precursor - tomato >gi_170492 
(M21344) photosystem I subunit II protein precursor 
[Lycopersicon esculentum] >gi_226544_prf 1601516A 

photosystem I reaction center II [Lycopersicon esculentum] 

222110 

LIB3165-024-P1-K1-D7 

BLASTN 

g289919 

32 

1.0e-08 

83 
82 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 

222111 

LIB3165-024-P1-K1-E1 

BLASTX 

gl352821 

574 

2.0e-59 

108 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222112 

LIB3165-024-P1-K1-E12 

BLASTN 

gl8058 

82 

3.0e-38 

270 
83 

Citrus limon cistron for 26S ribosomal RNA 
222113 

LIB3165-024-P1-K1-E2 

BLASTX 

g224293 

410 

3.0e-40 

86 
97 

histone H4 [Triticum aestivum] 
222114 

LIB3165-024-P1-K1-E3 

BLASTX 

gll68408 

627 

1.0e-65 

134 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507__emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222115 

LIB3165-024-P1-K1-E4 

BLASTX 

gll72664 

234 

1.0e-19 

51 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82__bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 
Method 



222116 

LIB3165-024-P1-K1-E6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406530 
311 

1.0e-28 

109 
66 

(AF126870) rubisco activase [Vigna radiata] 



222117 

LIB3165-024 

BLASTX 

g2956690 

176 

1.0e-12 

104 

29 

(AJ223306) 
(AF079800) 



■P1-K1-E8 



PSBY [Arabidopsis thaliana] >gi_341492E 
PsbY precursor [Arabidopsis thaliana] 



222118 

LIB3165-024-P1-K1-E9 

BLASTX 

gl730635 

152 

6.0e-10 

103 

38 

HYPOTHETICAL 40.7 KD PROTEIN IN PIK1-POL2 INTERGENIC REGION 

>gi 2132777_pir S60917 probable membrane protein YNL264c - 

yeast {Saccharomyces cerevisiae) >gi_1045245_emb_CAA63233_ 

(X92494) ORF N0815 [Saccharomyces cerevisiae] 
>gi_1302321_emb_CAA96171_ (Z71540) ORF YNL264c 

[Saccharomyces cerevisiae] 

222119 

LIB3165-024-P1-K1-F1 

BLASTX 

gl352821 

733 

5.0e-78 

136 
9 9 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222120 

LIB3165-024-P1-K1-F11 

BLASTX 

g4406530 

340 

5.0e-32 

91 
77 

(AF126870) rubisco activase 



[Vigna radiata] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222121 

LIB3165-024-P1-K1-F4 

BLASTX 

g3928760 

322 

8.0e-30 

131 

56 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 

222122 

LIB3165-024-P1-K1-F5 

BLASTX 

g217909 

606 

3.0e-63 

128 

93 

(D14044) glycolate oxidase [Cucurbita sp.] 
222123 

LIB3165-024-P1-K1-F6 

BLASTX 

g4538944 

154 

4.0e-10 

45 
67 

(AL049483) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222124 

LIB3165-024-P1-K1-F9 

BLASTX 

g2443878 

186 

6.0e-14 

80 

60 

(AC002294) Unknown protein [Arabidopsis thaliana] 
222125 

LIB3165-024-P1-K1-G1 

BLASTX 

g!15833 

507 

1.0e-51 

126 
78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



222126 

LIB3165-024-P1-K1-G10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2494415 

498 

2.0e-50 

134 

76 

FRUCTOSE- 1 , 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE ) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222127 

LIB3165-024-P1-K1-G2 

BLASTX 

g3377517 

380 

1.0e-36 

112 

67 

(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 
222128 

LIB3165-024-P1-K1-G4 

BLASTX 

gl352821 

596 

6.0e-62 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222129 

LIB3165-024-P1-K1-G5 

BLASTX 

g2129538 

504 

3.0e-51 

105 
91 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222130 

LIB3165-024-P1-K1-G7 

BLASTX 

g4406530 

335 

2.0e-31 

91 

76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



222131 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-024-P1-K1-G8 

BLASTX 

g3128217 

244 

9.0e-21 

87 

64 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 222132 

Seq. ID LIB3165- 

Method BLASTX 

NCBI GI g558925 

BLAST score 433 

E value 6.0e-43 

Match length 123 

% identity 70 

NCBI Description (U15778) 
albus] 



024-P1-K1-H1 



geranylgeranyl pyrophosphate synthase [Lupinus 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222133 

LIB3165-024-P1-K1-H10 

BLASTX 

gl352821 

513 

3.0e-52 

125 

82 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE SMALL 
SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222134 

LIB3165-024-P1-K1-H2 

BLASTX 

g2501578 

577 

9.0e-60 

122 
96 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_212 9913jpir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222135 

LIB3165-024- 

BLASTX 

gl061040 

603 

8.0e-63 

127 

85 



P1-K1-H3 
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NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X8 98 67) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587 694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

222136 

LIB3165-024-P1-K1-H4 

BLASTN 

g3821780 

33 

5.0e-09 

48 
51 

Xenopus laevis cDNA clone 27A6-1 
222137 

LIB3165-024-P1-K1-H5 

BLASTX 

g4467115 

213 

3.0e-21 

70 
77 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 


0001 o o 


Seq. ID 


LIB3165-024-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g231496 


BLAST score 


581 


E ■ value 


3.0e-60 


Match length 


129 


% identity 


89 


NCBI Description 


ACT IN 58 >gi 100421 pir S20094 actin 




>gi_21536_emb_CAA39278_ {X55749) actir 


Seq. No. 


222139 


Seq. ID 


LIB3165-024-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


439 


E value 


8.0e-44 


Match length 


98 


% identity 


90 


NCBI Description 


(D88414) actin [Gossypium hirsutum] 


Seq. No. 


222140 


Seq. ID 


LIB3165-025-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


407 


E value 


3.0e-44 


Match length 


98 


% identity 


92 


NCBI Description 


(AF047352) rubisco activase precursor 


Seq. No. 


222141 


Seq. ID 


LIB3165-025-P1-K1-A3 



potato 
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Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20663 

329 

6.0e-51 

135 

75 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222142 

LIB3165-025-P1-K1-A5 

BLASTX 

g2129921 

167 

1.0e-ll 

51 
67 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 



Seq. No. 


222143 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


281 


E value 


4.0e-25 


Match length 


68 


% identity 


75 


NCBI Description 


(AL03560 


Seq. No. 


222144 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


517 


E value 


1.0e-52 


Match length 


128 


% identity 


82 


NCBI Description 


fructose 



sphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222145 

LIB3165-025-P1-K1-B12 

BLASTX 

gl352821 

399 

6.0e-39 

87 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31424 




precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222146 


Seq. ID 


LIB3165-025-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


448 


,E value 


1.0e-44 


Match length 


120 


% identity 


78 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


222147 


Seq. ID 


LIB3165-025-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4102703 


BLAST score 


400 


E value 


5.0e-39 


Match length 


117 


% identity 


73 


NCBI Description 


(AF015274 ) ribulose-5 




thaliana] 


Seq. No. 


222148 


Seq. ID 


LIB3165-025-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3694872 ' 


BLAST score 


441 


E value 


7.0e-44 


Match length 


107 


% identity 


79 


NCBI Description 


(AF092547) profilin [ 


Seq. No. 


222149 


Seq. ID 


LIB3165-025-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gll30682 


BLAST score 


447 


E value 


2.0e-44 


Match length 


86 


% identity 


100 


NCBI Description 


( Z 4 695 9 ) acet ohydroxy 


Seq. No. 


222150 


Seq. ID 


LIB3165-025-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4106696 


BLAST score 


241 


E value 


2.0e-20 


Match length 


70 


% identity 


73 


NCBI Description 


(AB021872 ) ribosome-s 


Seq. No. 


222151 


Seq. ID 


LIB3165-025-P1-K1-D1 


Method 


BLASTX 



CHLOROPLAST PRECURSOR 



31425 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl-352821 
620 

8.0e-65 

121 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222152 

LIB3165-025-P1-K1-D10 

BLASTN 

gl8511 

162 

5.0e-86 

250 
91 

G. hirsutum light regulated unknown reading frame DNA 
222153 

LIB3165-025-P1-K1-D12 

BLASTN 

g2264318 

34 

1.0e-09 

192 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222154 

LIB3165-025-P1-K1-D3 

BLASTX 

g4454459 

190 

1.0e-14 

58 

60 

(AC006234) unknown protein [Arabidopsis thaliana] 
222155 

LIB3165-025-P1-K1-D5 

BLASTX 

g2493494 

443 

5.0e-44 

110 

75 

SERINE CARBOXYPE PT I DAS E II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 
Seq. ID 



222156 

LIB3165-025-P1-K1-D9 



31426 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056456 

467 

7.0e-47 

112 
81 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


222157 


Seq. ID 


LIB3165-025-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


183 


E value 


5.0e-14 


Match length 


61 


% identity 


62 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


222158 


Seq. ID 


LIB3165-025-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl05513(T 


BLAST score 


186 


E value 


6.0e-14 


Match length 


95 


% identity 


37 


NCBI Description 


(U39998) coded for by C. elegans cDNA yk92bll.3; coded 




by C. elegans cDNA yk92bll.5; coded for by C. elegans c 




yk7 8c2.5; coded for by C. elegans cDNA cm9a8; coded for 




C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 




yk78c2.3 


Seq. No. 


222159 


Seq. ID 


LIB3165-025-P1-K1-E6 


Method 


BLAS.TX 


NCBI GI 


gl20663 


BLAST score 


417 


E value 


5.0e-41 


Match length 


116 



% identity 

NCBI Description 



72 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222160 

LIB3165-025-P1-K1-F1 

BLASTX 

gl872544 

285 

1.0e-25 
122 



31427 



% identity 

NCBI Description 



54 

(U89014) early light-induced protein; ELIP [Arabidopsis 
thaliana] 



Seq. No. 222161 

Seq. ID LIB3165-025-P1-K1-F12 

Method BLASTN 

NCBI GI g3821780 



BLAST score 


33 


E value 


5.0e-09 


Match length 




% identity 


97 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


222162 


Seq. ID 


LIB3165-025-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g450504 


BLAST score 


75 


E value 


3.0e-34 


Match length 


178 


% identity 


85 


NCBI Description 


G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 




carboxylase, small subunit 


Seq. No. 


222163 


Seq. ID 


LIB31 65-02 5-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl209703 


BLAST score 


332 


E value 


5.0e-31 


Match length 


126 


% identity 


45 


NCBI Description 


(U40489) maize gll homolog [Arabidopsis thaliana] 


Seq. No. 


222164 


Seq. ID 


LIB3165-025-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


326 


E value 


2.0e-30 


Match length 


90 


% identity 


76 


NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 




(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 




(AF006489) adenine nucleotide translocator 1 [Gossypium 




hirsutum] 


Seq. No. 


222165 


Seq. ID 


LIB31 65-02 5-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4567249 


BLAST score 


295 


E value 


1.0e-26 


Match length 


103 


% identity 


59 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis thaliana] 



31428 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222166 

LIB3165-025-P1-K1-G6 

BLASTX 

g2292917 

441 

8.0e-44 

129 
67 

(X99851) galactokinase [Arabidopsis thaliana] 
222167 

LIB3165-025-P1-K1-G9 

BLASTX 

g3915873 

404 

1.0e-39 

98 
78 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 
(NODULIN-100) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 

222168 

LIB3165-025-P1-K1-H10 

BLASTX 

gl352821 

596 

5.0e-62 

119 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222169 

LIB3165-025-P1-K1-H3 

BLASTX 

gl32091 

245 

4.0e-33 

96 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 
(RUBISCO SMALL SUBUNIT Fl) >gi_68065_pir RKRPF1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (gene rbcSFl) - rape >gi_17852_emb_CAA39402_ 
(X55937) ribulose bisphosphate carboxylase /oxygenase 

small subunit [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222170 

LIB3165-025-P1-K1-H7 

BLASTX 

gl354515 

335 



31429 



E value 
Match length 
% identity 
NCBI Description 



2.0e-31 

130 
58 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222171 

LIB3165-026-P1-K1-A10 

BLASTX 

g2388583 

195 

5.0e-15 

87 
55 

(AC000098) Similar to Synechocystis hypothetical protein 
(gb_D90908) . [Arabidopsis thaliana] 



Seq. No. 



222172 





Sea ID 


LIB31 65-02 6-P1-K1-A4 




Mp"hhod 


BLASTN 


\U 


NCBI GI 


g3985958 


ff" 




41 


= T- 


E value 


1. Oe-13 




M^i'hr'h lpnrr1~h 


49 




% . identity 


96 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MZN1, complete sequence [Arabidopsis thaliana] 




iw> ~ vJ > IN \_/ • 


222173 




Seq. ID 


LIB3165-026-P1-K1-A6 




Mpf hod 


BLASTX 




NCBI GI 


g3153902 




BLAST score 


321 




E value 


4.0e-30 




Match length 


79 




% identity 


82 




NCBI Description 


(AF066076) 14-3-3-like protein [Helianthus annuus] 




Seq. No. 


222174 




Seq. ID 


LIB3165-026-P1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl25578 




BLAST score 


609 




E value 


1.0e-63 




Match length 


126 




% identity 


93 




NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) 




(PRK) >gi 167266 (M73707) phosphoribulokinase 






[Mesembryanthemum crystallinum] 




Seq. No. 


222175 




Seq. ID 


LIB3165-026-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g!001135 




BLAST score 


178 




E value 


5. Oe-13 




Match length 


48 



(PRKASE) 



31430 



% identity 

NCBI Description 



75 

(D64001) acetolactate synthase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222176 

LIB3165-026-P1-K1-B10 

BLASTX 

g487046 

38 9 

1.0e-37 

131 
61 

photosystem I chain II precursor 
>gi_407 7 69_dbj_BAA02871_ (D13718) 
[Nicotiana sylvestris] 



- wood tobacco 
PSI-D1 precursor 



L_J V_J ■ L\ \_/ • 


222177 


OC^ > J. L> 


LIB31 65-02 6-P1-K1-B11 


Mf^t hod 


BLASTX 


NrRT GI 


g4406530 


jj unu -L o \J x. ^ 


608 


E value 


2. 0e-63 


M=f ph 1 pnrrt*h 


127 


% identity 


87 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata 


O C ^ • - N . 


222178 


Qpn TD 


LIB31 65-02 6-P1-K1-B12 


rue L-ii^^A 


BLASTX 


1NUD± \_I J. 


a2414160 


i_) J_l.fi iJ X O ^ -L C 


283 


E value 


3.0e-25 


Match lencfth 


90 


% identity 


53 


NCBI Description 


(Z99266) F15C11.2 [Caenorhabditis elegans] 


Seq. No. 


222179 


Seq. ID 


LIB3165-026-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


268 


E value 


1.0e-23 


Match length 


52 


% identity 


96 


NCBI Description 


(AJ005869) transmembrane channel protein [ 


Seq. No. 


222180 


Seq. ID 


LIB3165-026-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


368 


E value 


2.0e-35 


Match length 


103 


% identity 


73 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum 


Seq. No. 


222181 


Seq. ID 


LIB3165-026-P1-K1-B6 



Cicer arietinum] 



31431 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!352821 

593 

1.0e-61 

118 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222182 

LIB3165-026-P1-K1-B7 

BLASTX 

gll72811 

460 

3.0e-46 

87 

97 

60S RIBOSOMAL PROTEIN L10-1 {PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751jpir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_57 5355_emb_CAA57 339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

222183 

LIB3165-026-P1-K1-B9 

BLASTX 

g3738299 

363 

1.0e-34 

90 

81 

(AC005309) putative glutaredoxin [Arabidopsis thaliana] 
>gi_4249395 (AC006072) putative glutaredoxin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222184 

LIB3165-026-P1-K1-C10 

BLASTX 

g2194137 

391 

6.0e-38 

125 

68 

(AC002062) ESTs gb_R29947, gb__H76702 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222185 

LIB3165-026-P1-K1-C11 

BLASTX 

g!31385 

473 ' 

1.0e-47 

127 

78 

OXYGEN-EVOLVING ENHANCER PROTEIN 



1 PRECURSOR (OEE1) (33 KD 



31432 




SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 


O O O "1 o c 

2221o0 


Seq. ID 


LIB3165-026-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3193298 


BLAST score 


319 


E value 


2.0e-29 


Match length 


93 


% identity 


65 


NCBI Description 


(AF069298) T14P8.17 gene product 


Seq. No. 


222187 


Seq. ID 


LIB3165-026-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3721926 


BLAST score 


244 


E value 


1.0e-20 


Match length 


91 


% identity 


63 


NCBI Description 


(AB017480) chloroplast FtsH prot 


Seq. No. 


222188 


Seq. ID 


LIB3165-026-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2146797 


BLAST score 


557 


E value 


2.0e-57 


Match length 


134 


% identity 


43 


NCBI Description 


protein disulf ide-isomerase (EC 



5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222189 

LIB3165-026-P1-K1-C9 

BLASTX 

g4454480 

328 

1.0e-30 

73 
78 

(AC006234) putative (1- 
[Arabidopsis thaliana] 



4) -beta-mannan endohydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222190 

LIB3165-026-P1-K1-D3 

BLASTX 

g441457 

513 

3.0e-52 

95 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



31433 



Seq. No. 


222191 


Seq. ID 


LIB31 65-02 6-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


332 


E value 


4.0e-31 


Match length 


122 


% identity 


66 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


(PSI-N) >gi 1237124 (U32176) PSI-N [Arabidopsis thaliana 


Seq. No. 


222192 


Seq. ID 


LIB3165-026-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2739365 


BLAST score 


531 


E value 


2.0e-54 


Match length 


118 


% identity 


79 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Seq. No. 


222193 


Seq. ID 


LIB31 65-02 6-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


531 


E value 


2.0e-54 


Match length 


103 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222194 

LIB3165-026-P1-K1-E11 

BLASTX 

g4325041 

635 

1.0e-66 

128 

95 

(AF117339) FtsH-like protein Pftf precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222195 

LIB3165-02 6-P1-K1-E5 

BLASTX 

g3953471 

238 

5.0e-20 

68 
68 

(AC002328) F2202.16 [Arabidopsis thaliana] 



31434 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222196 

LIB3165-026-P1-K1-E7 

BLASTX 

gl781348 

209 

7.0e-17 

46 

91 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222197 

LIB3165-026-P1-K1-F10 

BLASTX 

g289920 

696 

1.0e-73 

130 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222198 

LIB3165-026-P1-K1-F11 

BLASTX 

gl31399 

441 

3.0e-45 

110 
84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_2148 9_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222199 

LIB3165-026-P1-K1-F3 

BLASTX 

g3158474 

539 

3.0e-55 

114 

91 

(AF067184) aquaporin 1 [Samanea saman] 
222200 

LIB3165-026-P1-K1-F4 

BLASTX 

g4091806 

520 

4 .Oe-53 

117 
85 

(AF052585) CONS TANS - 1 i ke protein 2 [Malus domestica] 



Seq. No. 



222201 



31435 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-026-P1-K1-F5 

BLASTX 

g82426 

559 

1.0e-57 

116 
45 

ubiquitin precursor - barley (fragment) 

>gi_7557 63_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 



Seq. No. 


222202 


Seq. ID 


LIB3165-026-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl651736 


BLAST score 


199 


E value 


2.0e-15 


Match length 


52 


% identity 


71 


NCBI Description 


(D90899) cysteine synthase [Synechocystis sp.] 


Seq. No. 


222203 


Seq. ID 


LIB3165-026-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


575 


E value 


2.0e-59 


Match length 


116 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222204 

LIB3165-026-P1-K1-F9 

BLASTX 

g3785995 

153 

5.0e-10 

71 

46 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222205 

LIB3165-026-P1-K1-G10 

BLASTX 

gl00616 

256 

4.0e-22 

60 
82 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activas<2 [Hordeum 
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vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222206 

LIB3165-026-P1-K1-G12 

BLASTX 

g430947 

421 

2.0e-41 

103 
82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222207 

LIB3165-026-P1-K1-G2 

BLASTX 

gl532135 

279 

8.0e-25 

57 

91 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 



Seq. No. 


222208 




JjlDJlUJ U U IT J- I\_L UJ 


Mpthori 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


287 


E value 


9.0e-26 


Match length 


132 


% identity 


48 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




t r emu lo ides] 


Seq. No. 


222209 


Seq. ID 


LIB31 65-02 6-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


363 


E value 


1.0e-34 


Match length 


94 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


222210 


Seq. ID 


LIB3165-026-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2827076 


BLAST score 


278 


E value 


1.0e-24 


Match length 


109 


% identity 


54 


NCBI Description 


(AF020269) malate dehydrogenase precursor [Medicago sat 


Seq. No. 


222211 


Seq. ID 


LIB31 65-02 6-P1-K1-H10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024126 

537 

4.0e-55 

105 
97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi__1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

222212 

LIB3165-026-P1-K1-H11 

BLASTX 

g3063392 

418 

4.0e-41 
113 

75 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
222213 

LIB3165-026-P1-K1-H2 

BLASTX 

g2499967 

186 

6.0e-14 

110 
43 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs__151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222214 

LIB3165-026-P1-K1-H3 

BLASTX 

g3023752 

309 

2.0e-28 

109 

61 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_l 418 98 2_emb_CAA9 9 7 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



222215 

LIB3165-026-P1-K1-H5 

BLASTX 

g282833 

481 

2.0e-48 

110 

89 

phosphoglycerate kinase 
222216 

LIB31 65-02 6-P1-K1-H7 



(EC 2.7.2.3) - spinach (fragment) 
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1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl66834 

641 

3.0e-67 

134 

90 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 





Seq. No. 


222217 




Seq. ID 


LIB3165-02 




Method 


BLASTX 




NCBI GI 


g2213597 




BLAST score 


223 




E value 


3.0e-18 




Match length 


61 




% identity 


72 




NCBI Description 


(AC000348) 




Seq. No. 


222218 


! !S5 : " 


Seq. ID 


LIB3165-02 




Method 


BLASTN 




NCBI GI 


gl545804 




BLAST score 


33 




E value 


4. Oe-09 




Match length 


85 




% identity 


84 




NCBI Description 


Nicotiana 



complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222219 

LIB3165-027-P1-K1-A1 

BLASTX 

g2388578 

456 

1.0e-45 

109 
79 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222220 

LIB3165-027-P1-K1-A10 

BLASTX 

g2708749 

278 

8.0e-25 

85 

59 

(AC003952) putative senescence-assoc. rhodanese-like 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



222221 

LIB3165-027-P1-K1-A11 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72558 
256 

2.0e-22 

85 

60 

OUTER PLASTIDIAL MEMBRANE PROTEIN 
ANION-SELECTIVE CHANNEL PROTEIN) i 

>gi_480122_pir S36454 porin porl 

>gi_396819_emb_CAA80988_ (Z25540) 



PORIN (VOLTAGE-DEPENDENT 
VDAC) 

- garden pea 

Porin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222222 

LIB3165-027-P1-K1-A4 

BLASTX 
g2129538 
541 

1.0e-55 
109 
96 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 

222223 

LIB3165-027-P1-K1-A6 

BLASTX 

g2191191 

215 

2.0e-17 

100 

54 

(AF007271) A_TM021B04 . 14 gene product [Arabidopsis 
thaliana] 



(U38232) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222224 

LIB3165-027-P1-K1-A7 

BLASTX 

g4468812 

426 

3.0e-42 

112 

37 

(AL035601) putative protein [Arabidopsis thaliana] 
222225 

LIB3165-027-P1-K1-A8 

BLASTX 

g4539324 

264 

2.0e-25 

124 

55 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
222226 

LIB3165-027-P1-K1-A9 

BLASTX 

g4406530 

315 
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BLASTX 
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lnudjl Description 


f V~l 9 R Q 0 1 h i of nnD HI TZXr^T ntn rrra t^o/"^ 1 pnql 
^ Hi J-J j J nxoLvjiic ni L-ri^x lull yiavcuiciio j 


oeq* LN u . 


999 998 
z. z. z z z o 


O • -i- u 


f,TB^16S-02 7-Pl-Kl-B2 


Mp1~hnfi 


BLASTX 


NCBI GI 


gl31399 


BLAST score 


457 


E value 


9.0e-46 


Match length 


105 


% identity 


82 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA284 50_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222229 

LIB3165-027-P1-K1-B4 

BLASTN 

g3869069 

44 

1.0e-15 

115 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



222230 

LIB3165-027-P1-K1-B6 

BLASTX 

g2499931 

233 

1.0e-19 

66 
74 

ADENINE PHOSPHORI BOS YLTRANSFE RASE 2 (APRT) 

>gi_2129534_jpir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi__1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



222231 

LIB3165-027-P1-K1-B7 
BLASTX 
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NCBI GI gl00200 

BLAST score 332 

E value 4.0e-31 

Match length 95 

% identity 68 

NCBI Description chlorophyll a/b-binding protein type I precursor - tomato 

Seq. No. 222232 

Seq. ID LIB3165-027-P1-K1-C1 

Method BLASTX 

NCBI GI g3024126 

BLAST score 4 44 

E value 3.0e-44 

Match length 87 

% identity 97 

NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

Seq. No. 222233 

Seq. ID LIB3165-027-P1-K1-C10 

Method BLASTX 

NCBI GI gll81599 

BLAST score 412 

E value 2.0e-4 0 

Match length 111 

% identity 73 

NCBI Description (D83007) subunit of photosystem I [Cucumis sativus] 
222234 

LIB3165-027-P1-K1-C11 

BLASTX 
gl361983 
268 

4.0e-35 

111 
73 

ARP protein - Arabidopsis thaliana >gi_88 6434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

Seq. No. 222235 

Seq. ID LIB3165-027-P1-K1-C12 

Method BLASTX 

NCBI GI gl32086 

BLAST score 159 

E value 4.0e-ll 

Match length 30 

% identity 97 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 PRECURSOR 

(RUBISCO SMALL SUBUNIT 1) >gi__68 053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor SRS1 - soybean >gi_18742_emb_CAA23736_ (V00458) 
rubpcase [Glycine max] 

Seq. No. 222236 

Seq. ID LIB3165-027-P1-K1-C3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

391 

4 .Oe-38 

76 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222237 

LIB3165-027-P1-K1-C5 

BLASTX 

g710626 

261 

6.0e-23 

77 

65 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222238 

LIB3165-027-P1-K1-C6 

BLASTX 

gl31392 

342 

2.0e-32 

86 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb__CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD [Spinacia oleracea] 

222239 

LIB3165-027-P1-K1-C7 

BLASTX 

gl!74498 

362 

1.0e-34 

86 
76 

SYNAPTOBREVIN-RELATED PROTEIN >gi_600710 (M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 
NCBI GI 



222240 

LIB3165-027-P1-K1-D1 

BLASTX 

g3913651 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

4.0e-20 

69 

70 

FERREDOXIN— NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi__2225993_emb_CAA74 359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222241 

LIB3165-027-P1-K1-D12 

BLASTX 

g2580440 

271 

5.0e-24 

68 

75 

(D87261) PCF2 [Oryza sativa] 
222242 

LIB3165-027-P1-K1-D2 

BLASTX 

gl345698 

641 

2.0e-67 

121 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99-601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 


222243 




Seq. ID 


LIB3165-027 


-P1-K1-D4 


Method 


BLASTX 




NCBI GI 


g4539422 




BLAST score 


233 




E value 


2.0e-19 




Match length 


88 




% identity 


62 




NCBI Description 


(AL049171) 


putative protein 


Seq. No. 


222244 




Seq. ID 


LIB3165-027 


-P1-K1-D6 


Method 


BLASTX 




NCBI GI 


g4539543 




BLAST score 


565 




E value 


2.0e-58 




Match length 


118 




% identity 


95 




NCBI Description 


(AJ133422) 


glyceraldehyde-3 




[Nicotiana 


tabacum] 


Seq. No. 


222245 




Seq. ID 


LIB3165-027 


-P1-K1-D7 


Method 


BLASTN 




NCBI GI 


g3510339 
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BLAST score 38 
E value 5.0e-12 
Match length 128 
% identity 86 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222246 

LIB3165-027-P1-K1-D8 

BLASTX 

gl694976 

384 

3.0e-37 

85 
81 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74 402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 222247 

Seq. ID LIB3165-027-P1-K1-D9 

Method BLASTX 

NCBI GI g289920 

BLAST score 608 

E value 2.0e-63 

Match length 115 

% identity 97 -r 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

Seq. No. 222248 

Seq. ID LIB3165-027-P1-K1-EI0 

Method BLASTX 

NCBI GI g2970051 

BLAST score 303 

E value 9.0e-28 

Match length 82 

% identity 68 

NCBI Description (AB012110) ARG10 [Vigna radiata] 

Seq. No. 222249 

Seq. ID LIB3165-027-P1-K1-E11 

Method BLASTX 

NCBI GI g4406530 

BLAST score 192 

E value 8.0e-15 

Match length 65 

% identity 65 

NCBI Description (AF126870) rubisco activase [Vigna radiata] 



Seq. No. 222250 

Seq. ID LIB3165-027-P1-K1-E2 

Method BLASTX 

NCBI GI g4406530 

BLAST score 582 

E value 2.0e-60 

Match length 116 



31445 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

(AF126870) 



rubisco activase [Vigna radiata] 



222251 

LIB3165-027-P1-K1-E3 

BLASTX 

gl352821 

453 

2.0e»45 

87 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



222252 

LIB3165-027-P1-K1-E4 
BLASTX 
gll68411 
454 

2.0e-45 
113 
8 2 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 

Seq. No. 222253 

Seq. ID LIB3165-027-P1-K1-E6 

Method BLASTX 

NCBI GI g441457 

BLAST score 4 62 

E value 2.0e-46 

Match length 88 

% identity 97 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersico 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 222254 

Seq. ID LIB3165-027-P1-K1-E8 

Method BLASTX 

NCBI GI gl353352 

BLAST score 379 

E value 1.0e-36 

Match length 111 

% identity 61 

NCBI Description (U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 222255 

Seq. ID LIB3165-027-P1-K1-F1 

Method BLASTX 

NCBI GI g3738324 

BLAST score 217 

E value 1.0e-17 

Match length 65 

% identity 55 
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NCBI Description (AC005170) GMP synthase-like protein [Arabidopsis thaliana] 



Seq. No. 222256 

Seq. ID LIB3165-027-P1-K1-F10 

Method BLASTX 

NCBI GI g24 994 97 

BLAST score 4 65 

E value 7.0e-47 

Match length 96 

% identity 96 

NCBI Description PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_1161600_emb_CAA88841__ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 

Seq. No. 222257 

Seq. ID LIB3165-027-P1-K1-F11 

Method BLASTX 

NCBI GI g266893 

BLAST score 573 

E value 2.0e-59 

Match length 114 

% identity 96 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416j>ir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

Seq. No. 222258 

Seq. ID LIB3165-027-P1-K1-F12 

Method BLASTN 

NCBI GI gl669584 

BLAST score 4 3 

E value 5.0e-15 

Match length 83 

% identity 88 

NCBI Description Cucumis sativus mRNA for cytosolic ascorbate peroxidase, 
complete cds 

Seq. No. 222259 

Seq. ID LIB3165-027-P1-K1-F3 

Method BLASTX 

NCBI GI g4206195 

BLAST score 202 

E value 7.0e-16 

Match length 3 9 

% identity 87 

NCBI Description (AF071527) hypothetical protein [Arabidopsis thaliana] 

>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



222260 

LIB3165-027-P1-K1-F4 

BLASTX 

g289920 

549 

1.0e-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■■% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

99 . 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222261 

LIB3165-027-P1-K1-F5 

BLASTX 

g629733 

403 

2.0e-39 

98 
78 

sulfate adenylyltransferase (EC 2.7.7.4) met3-2 - potato 

>gi_2130000_pir S67498 sulfate adenylyltransferase (EC 

2.7.7.4) (clone StMet3-2) - potato >gi_47 9090_emb_CAA55655_ 
(X79053) sulfate adenylyltransferase [Solanum tuberosum] 

222262 

LIB3165-027-P1-K1-F6 

BLASTX 

gl352821 

474 

9.0e-48 

91 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222263 

LIB3165-027-P1-K1-G1 

BLASTX 

g832876 

255 

4.0e-22 

100 
40 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 21I3407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

222264 

LIB3165-027-P1-K1-G12 

BLASTX 

gl352821 

485 

5.0e-49 

92 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31448 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222265 

LIB3165-027-P1-K1-G5 

BLASTX 

g462273 

181 

2.0e-13 

42 
88 

IMI DAZOLEGLYCEROL- PHOSPHATE DEHYDRATASE (IGPD) >gi_437213 
(U02689) imidazoleglycerolphosphate dehydratase 
[Arabidopsis thaliana] 

222266 

LIB3165-027-P1-K1-G6 

BLASTX 

gl352821 

584 

1.0e-60 

112 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222267 

LIB3165-027-P1-K1-G7 

BLASTX 

gl20661 

570 

5.0e-59 

118 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

222268 

LIB3165-027-P1-K1-G8 

BLASTX 

g266893 

624 

2.0e-65 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi__18284_emb_CAA4 7 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



222269 

LIB31 65-02 7-P1-K1-G9 

BLASTX 

g400890 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

1.0e-17 

107 
54 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917 _bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide , 21 A 
aa] [Spinacia oleracea] 



Seq. No. 


222270 


Seq. ID 


LIB3165-027-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


238 


E value 


4.0e-20 


Match length 


60 


% identity 


14 


NCBI Description 


ubiquitin precursor - common sunflower (fragment) 


Seq. No. 


222271 


Seq. ID 


LIB3165-027-P1-K1-H4 


lit; u li^vi 


RT.A^TX 


NCBI GI 


g289920 


BLAST score 


262 


E value 


4.0e-23 


Match length 


58 


% identity 


90 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypi 




hirsutum] 


Seq. No. 


222272 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


375 


E value 


3.0e-36 


Match length 


80 


% identity 


79 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana 


Seq. No. 


222273 


Seq. ID 


LIB3165-028-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


255 


E value 


7.0e-23 


Match length 


83 


% identity 


66 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222274 


Seq. ID 


LIB3165-028-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl21902 


BLAST score 


163 
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E value 


3.0e-ll 


Twj -a 4- /™i 1 dTl 

i*iai.cn xeiiyuii 




9- i an 1 !" i "1" it 


PQ 
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lnudx uesciipt-iun 


HT H1 1 >ni 1070^^4 nir H^MUl 1 hi^tnn^ HI 1 - 

niO i wLM £j ni i J. /ux J. kj / \J *J i hr mo luiic n j_ . J. 




Arflhidnn^i th^lTana >a-i~~163TT emb CAA44314 fX62458^ 




nio LUilc ni ]_.rti o.jjxvj.l>ljoXo uiici-L J-diid j 


OC4 . LN<J • 


9 9997^ 


O arr T n 
oeq. 1U 




Method 


BLASTX 


NCBI GI 


g4234955 


oijfio l score 


1 7 R 
1/3 


Hi value 




LYiar.cn lengrn 


Q9 


■o laeiiLiLy 


9 1 


JNUbi Description 


( Zn?flQftQ71 ^ WRQ-T RR-1 i Vo nrnfoi n /-■HP rpha«?fin1 nc; yn 1 nari ^ 
\r\F U -?0 / -L } LMoo J_ir\.Jt\ ll\c piULclu OJJO [ JT Ila. o U 1 Uo v Uiyallo 


o e CJ . IN o ■ 


999976 


oeq* ID 


IilDjlO J UZO J: X i\X xiO 




Jj J_i-tt.O 1 A. 


NCBI GI 


g2880043 


BLAST score 


376 


Hj vdiue 


Z • Uc JO 


waxen xengxn 


i ni 


% identity 


/ J 


iNUtii ues crxpxion 


^ rl^, \J U Z O 1 VJ / pULatl vc o iiy u.x U2s.y X ujj u l y i. y x t^wt;ii^.yj,LLt; 




nyaroxase [Araoiuopsxs rnaxianaj 




222277 


Seq. ID 


LIB3165-028-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!346155 


BLAST score 


286 


E value 


6.0e-26 


Match length 


66 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

222278 

LIB3165-028-P1-K1-A8 

BLASTX 

g549063 

375 

3.0e-36 

91 
79 

T RAN S LAT I ONAL L Y CONTROLLED TUMOR PROTEIN H0M0L0G (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 



222279 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-028-P1-K1-B1 

BLASTX 

g2129511 

367 

2.0e-40 

98 
82 

glycerate dehydrogenase {EC 1,1.1.29) splice form HPR1, 
microbody - cucurbit >gi_1304042_dbj_BAA08410_ (D49432) 
hydroxypyruvate reductase [Cucurbit a sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222280 

LIB3165-028-P1-K1-B10 

BLASTX 

gll5765 

498 

2.0e-50 

110 

48 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb__CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentura] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Ly copers icon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222281 

LIB3165-028-P1-K1-B12 

BLASTX 

gl778095 

233 

2.0e-19 

113 
44 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222282 

LIB3165-028-P1-K1-B3 

BLASTX 

gl31385 

518 

6.0e-53 

126 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. " 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222283 

LIB3165-028-P1-K1-B4 

BLASTX 

gl352821 

535 
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E value 
Match length 
% identity 
NCBI Description 



7.0e-55 

102 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypiuni hirsutum] 



Seq* No. 


O O O O Q A 


beg. id 




Metiioa 


DT 7lO TV 






BLAST score 


304 


E value 


9.0e-28 


Match length 


94 


% identity 


59 


NCBI Description 


(AC003981) F22013.13 [Arabidopsis thaliana] 


Seq. No. 


222285 


Seq. ID 


LIB3165-028-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl30283 


BLAST score 


.365 


E value 


6.0e-35 


Match length 


78 


% identity 


87 


NCBI Description 


PLASTOCYANIN >gi 65839_pir CUUA plastocyanin 



potato-tree >gi_223147_prf 0512261A plastocyanin [Solanum 

crispum] 



Seq. No. 


222286 


Seq. ID 


LIB3165-028-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


454 


E value 


2.0e-45 


Match length 


119 


I identity 


75 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis 


Seq. No. 


222287 


Seq. ID 


LIB3165-028-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


281 


E value 


4.0e-25 


Match length 


91 


% identity 


57 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 


Seq. No. 


222288 


Seq. ID 


LIB3165-028-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


246 


E value 


6.0e-21 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
46 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

222289 

LIB3165-028-P1-K1-C3 

BLASTX 

g2494415 

323 

5.0e-30 

101 

73 

FRUCTOSE- 1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi__515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222290 

LIB3165-028-P1-K1-C4 

BLASTX 

g3928543 

220 

6.0e-18 

127 
35 

(AB016819) UDP-glucose glucosyltransferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222291 

LIB3165-028-P1-K1-C5 

BLASTX 

gll5471 

526 

8.0e-54 

127 
76 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222292 

LIB3165-028-P1-K1-C7 

BLASTX 

gl21953 

167 

6.0e-12 

38 
87 

HISTONE 
>gi_207 
[Pisum 



HI >gi_81905_pir S00033 histone Hl.b - garden pea 

62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
sativum] 
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222293 

LIB3165-028-P1-K1-C9 
BLASTX 
g3914605 
361 

2.0e-34 

122 
60 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852__emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

Seq. No. 222294 

Seq. ID LIB3165-028-P1-K1-D10 

Method BLASTX 

NCBI GI g4097547 

BLAST score 172 

E value 3.0e-12 

Match length 34 

% identity 4 4 

NCBI Description (U64906) ATFP3 [Arabidopsis thaliana] 

Seq. No. 222295 

Seq. ID LIB3165-028-P1-K1-D12 

Method BLASTX 

NCBI GI g3482925 

BLAST score 238 

E value 5.0e-20 

Match length 77 

% identity 62 

NCBI Description (AC003970) Highly similar to cinnamyl alcohol 

dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

Seq. No. 222296 

Seq. ID LIB3165-028-P1-K1-D2 

Method BLASTX 

NCBI GI g2662343 

BLAST score 420 

E value 2.0e-41 

Match length 82 

% identity 99 

NCBI Description (D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 222297 

Seq. ID LIB3165-028-P1-K1-D3 

Method BLASTX 

NCBI GI gl00616 

BLAST score 387 

E value 1.0e-37 

Match length 113 

% identity 66 

NCBI Description ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1 , 5-bisphosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31455 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222298 

LIB3165-028-P1-K1-D6 

BLASTX 

g4455787 

296 

8.0e-27 

120 

42 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222299 

LIB3165-028-P1-K1-D9 

BLASTN 

g2687434 

327 

0.0e+00 

395 

96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 


222300 






Seq. ID 


LIB3165-028- 


Pl- 


-Kl- 


Method 


BLASTX 






NCBI GI 


g228403 






BLAST score 


475 






E value 


7.0e-48 






Match length 


104 






% identity 


88 






NCBI Description 


glycolate oxidase 


Seq. No. 


222301 






Seq. ID 


LIB3165-028- 


-Pl 


-Kl 


'Method 


BLASTX 






NCBI GI 


g2493689 






BLAST score 


340 






E value 


5.0e-32 






Match length 


73 






% identity 


90 






NCBI Description 


PHOTOSYSTEM 


II 


10 



-Ell 



KD PHOSPHOPROTEIN 



[Populus deltoides] >gi_2143326_emb_CAA737 68_ (Y13328) 
lOkDa phosphoprotein [Populus deltoides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222302 

LIB3165-028-P1-K1-E4 

BLASTX 

g441457 

577 

8.0e-60 

110 

97 
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NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222303 

LIB3165-028-P1-K1-E6 

BLASTX 

g4406530 

353 

1.0e-33 

94 

77 

(AF126870) rubisco activase [Vigna radiata] 
222304 

LIB3165-028-P1-K1-E8 

BLASTX 

gl31397 

224 

2.0e-18 

111 

50 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_7 55802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597__prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 


222305 


Seq. ID 


LIB3165-C 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


262 


E value 


7.0e-23 


Match length 


86 


% identity 


60 


NCBI Description 


(Z97340) 


Seq. No. 


222306 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g3763916 


BLAST score 


356 


E value 


7.0e-34 


Match length 


127 


% identity 


50 


NCBI Description 


(AC00445 




>gi_4 531 




protein 


Seq. No. 


222307 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


195 



unnamed protein product [Arabidopsis thaliana] 



31457 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-15 

57 

63 

(AC005397) unknown protein [Arabidopsis thaliana] 
222308 

LIB3165-028-P1-K1-F2 

BLASTX 

g2244906 

294 

1.0e-26 

108 
57 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

222309 

LIB3165-028-P1-K1-F5 

BLASTX 

g399082 

140 

1.0e-08 

89 
38 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_322713_pir S28171 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain, chloroplast - garden pea >gi_169045 
(M94558) ATP synthase delta subunit [Pisum sativum] 

222310 

LIB3165-028-P1-K1-F7 

BLASTX 

gll72494 

142 

9.0e-09 

113 

30 

PTERIN- 4 -ALPHA-CARBINOLAMINE DEHYDRATASE (PHS) 
{ 4-ALPHA-HYDROXY-TETRAHYDROPTERIN DEHYDRATASE) 
(PHENYLALANINE HYDROXYLASE-STIMULATING PROTEIN) (PCD) 
>gi__476742 (M88627) phenylalanine hydroxylase [Pseudomonas 
aeruginosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222311 

LIB3165-028-P1-K1-F8 

BLASTX 

gl694976 

370 

2.0e-35 

103 

68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi__2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



222312 

LIB3165-028-P1-K1-F9 



31458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g 4544399 

457 

l.Qe-45 

107 
77 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222313 

LIB3165-028-P1-K1-G1 

BLASTX 

g3885328 

578 

7.0e-60 

130 
76 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

222314 

LIB3165-028-P1-K1-G10 

BLASTX 

gl352821 

531 

2.0e-54 

100 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222315 


Seq. ID 


LIB3165-028-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


327 


E value 


2.0e-30 


Match length 


87 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


222316 


Seq. ID 


LIB3165-028-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


363 


E value 


1.0e-34 


Match length 


114 


% identity 


71 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


>gi_82724_pir B30097 




maize 


Seq. No. 


222317 



CHLOROPLAST PRECURSOR 



(CLONE MCH2) 



(clone MCH2) 



31459 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



LIB3165-028-P1-K1-G3 

BLASTX 

gl871577 

237 

6.0e-20 

87 

54 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
222318 

LIB3165-028-P1-K1-G4 

BLASTX 

g3850778 

414 

1.0e-40 

99 
79 

(Y18346) gluaredoxin [Lycopersicon esculentum] 
222319 

LIB3165-028-P1-K1-G5 

BLASTX 

g3236240 

227 

2.0e-32 

86 
76 

(AC004684) unknown protein [Arabidopsis thaliana] 
222320 

LIB3165-028-P1-K1-G7 

BLASTX 

gl28188 

298 

5.0e-27 

115 

59 

NITRATE REDUCTASE 2 (NR2) >gi_66202_pir RDMUNH nitrate 

reductase (NADH) (EC 1.6.6.1) 2 - Arabidopsis thaliana 
>gi_166782 (J03240) nitrate reductase (EC 1.6.6.1) 
[Arabidopsis thaliana] 

222321 

LIB3165-028-P1-K1-G8 

BLASTX 

g508304 

352 

2.0e-33 

79 

80 

(L22305) corC [Medicago sativa] 
222322 

LIB3165-028-P1-K1-G9 

BLASTX 

gl354515 

242 



31460 



E value 
Match length 
% identity 
NCBI Description 



1.0e-20 

120 
53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222323 

LIB3165-028-P1-K1-H1 

BLASTX 

gll5506 

158 

1.0e-10 

79 
20 

CALMODULIN >gi_71688_pir MCKM calmodulin - Chlamydomonas 

reinhardtii >gi_167411 (M20729) calmodulin [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222324 

LIB3165-028-P1-K1-H10 

BLASTX 

g266944 

488 

3.0e-49 

97 

93 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi__19343_emb__CAA458 63_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 


222325 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g2104949 


BLAST score 


361 


E value 


2.0e-34 


Match length 


102 


% identity 


70 


NCBI Description 


(U96716) 


Seq. No. 


222326 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g4335773 


BLAST score 


283 


E value 


2.0e-25 


Match length 


119 


% identity 


61 


NCBI Description 


(AC00628 



-H12 



kinase-like protein [Selaginella lepidophylla] 



-P1-K1-H3 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222327 

LIB3165-028-P1-K1-H4 

BLASTX 

g487046 

359 

3.0e-34 



31461 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
60 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 

222328 

LIB3165-028-P1-K1-H7 

BLASTX 

g4519539 

320 

1.0e-29 

88 
74 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestica] 

222329 

LIB3165-028-P1-K1-H8 

BLASTX 

g399307 

427 

3.0e-42 

130 
63 

PRENYL TRANSFERASE >gi_99282_pir A40433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 (M37111) prephytoene pyrophosphate 
dehydrogenase [Cyanophora paradoxa] >gi__1016130 (U30821) 
prenyl transferase [Cyanophora paradoxa] 



Seq. No. 


222330 


Seq. ID 


LIB3165-028-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


293 


E value 


2.0e-26 


Match length 


104 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata 


Seq. No. 


222331 


Seq. ID 


LIB3165-030-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


199 


E value 


1.0e-15 


Match length 


104 


% identity 


53 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 



>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 



222332 



31462 



LIB3165-030-P1-K1-A12 
BLASTX 
g402753 
553 

5.0e-57 
119 
93 

(X71439) translation elongation factor EF-G [Glycine max] 

Seq. No. 222333 

Seq. ID LIB3165-030-P1-K1-A8 

Method BLASTX 

NCBI GI g2738248 

BLAST score 237 

E value 5.0e-20 

Match length 92 

% identity 7 6 

NCBI Description (U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

Seq. No. 222334 

Seq. ID LIB3165-030-P1-K1-B4 

Method BLASTX 

NCBI GI g402753 

BLAST score 307 

E value 2.0e-28 

Match length 98 

% identity 68 . 

NCBI Description (X71439) translation elongation factor EF-G [Glycine max] 

Seq. No. 222335 

Seq. ID LIB3165-030-P1-K1-C1 

Method BLASTX 

NCBI GI g3687237 

BLAST score 351 

E value 2.0e-33 

Match length ' 117 

% identity 62 

NCBI Description (AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

Seq. No. 222336 

Seq. ID LIB3165-030-P1-K1-C11 

Method BLASTX 

NCBI GI gll5472 

BLAST score 350 

E value 3.0e-33 

Match length 8 6 

% identity 77 

NCBI Description CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_995 67_pir A35163 carbonate dehydratase 

{EC 4.2.1.1) precursor - spinach chloroplast >gi_170105 
(J05403) carbonic anhydrase (EC 4.2.1.1) [Spinacia- 
oleracea] 

Seq. No. 222337 

Seq. ID LIB3165-030-P1-K1-C5 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31463 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3776536 

108 

5.0e-12 

110 
6 

(AF095794] 



polyubiquitin [Schizosaccharomyces pombe] 



222338 

LIB3165-030-P1-K1-D10 

BLASTX 

g289920 

345 

1.0e-32 

106 
65 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Pisum sativum] 



222339 

LIB3165-030-P1-K1-D11 
BLASTX 
g20729 
242 

1.0e-20 
90 
62 

(X15190) precursor (AA -68 to 337) 
222340 

LIB3165-030-P1-K1-D4 

BLASTX 

g20729 

374 

5.0e-36 

95 

77 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
222341 

LIB3165-030-P1-K1-D7 

BLASTX 

g3193303 

342 

2.0e-32 

90 

70 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222342 

LIB3165-030-P1-K1-E1 

BLASTX 

gl352821 

290 



31464 



II 



E value 
Match length 
% identity 
NCBI Description 



1.0e-26 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222343 

LIB3165-030-P1-K1-E10 

BLASTX 

gl200116 

161 

1.0e-ll 

39 
85 

(X95752) c subunit of V-type ATPase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222344 

LIB3165-030-P1-K1-E6 

BLASTX 

g3882081 

558 

1.0e-57 

117 
37 

(AJ012552) polyubiquitin [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222345 

LIB3165-030-P1-K1-E7 

BLASTX 

g3158474 

457 

8.0e-46 

109 

83 

(AF067184 ) aquaporin 



1 [Samanea saman] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222346 

LIB3165-030-P1-K1-E9 

BLASTX 

g3063392 

325 

3.0e-30 

93 

73 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222347 

LIB3165-030-P1-K1-F1 

BLASTX 

g3687237 

296 

7.0e-27 

111 

53 



31465 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

222348 

LIB3165-030-P1-K1-F12 

BLASTX 

g3378650 

465 

1.0e-46 

121 
70 

(X97606) abscisic acid activated [Medicago sativa] 
222349 

LIB3165-030-P1-K1-F9 

BLASTX 

g4406530 

240 

2.0e-20 

91 

62 

(AF126870) rubisco activase [Vigna radiata] 
222350 

LIB3165-030-P1-K1-G1 

BLASTX 

g544437 

324 

3.0e-30 

74 

86 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 
>gi_2 96358_emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 

222351 

LIB3165-030-P1-K1-G6 

BLASTX 

g3913651 

424 

7.0e-42 

109 
73 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222352 

LIB3165-030-P1-K1-G8 

BLASTX 

g4406530 

300 

2.0e-27 

83 
75 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



222353 



31466 



II 



Se.q. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



core 



ength 
ity 

scription 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3165-030-P1-K1-G9 

BLASTX 

g3327394 

163 

3.0e-ll 

50 
56 

(AC004483) 



putative RNA helicase [Arabidopsis thaliana] 



222354 

LIB3165-030-P1-K1-H1 

BLASTX 

gl00616 

261 

8.0e-23 

58 

86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222355 

LIB3165-030-P1-K1-H10 

BLASTX 

g2506443 

447 

1.0e-44 

107 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAS T >gi_2 11752 0_pi r JQ1 2 85 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

222356 

LIB3165-030-P1-K1-H12 

BLASTX 

g231688 

468 

4.0e-47 

114 

80 

CATALASE ISOZYME 2 >gi_995 99_pir S17493 catalase 

1.11.1.6) - upland cotton >gi__184 8 8_emb_CAA39998__ 
subunit 2 of cotton catalase [Gossypium hirsutum] 

222357 

LIB3165-030-P1-K1-H2 
BLASTX 
gll30684 



(EC 

(X56675) 



31467 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

6.0e-34 

85 
84 

(Z46960) acetohydroxyacid synthase [Gossypium hirsutum] 
222358 

LIB3165-030-P1-K1-H3 

BLASTX 

gll30684 

154 

2.0e-10 

63 
56 

(Z46960) acetohydroxyacid synthase [Gossypium hirsutum] 



222359 

LIB3165-031-P1-K1-A1 

BLASTX 

gl28194 

573 

2.0e-59 

119 

87 

NITRATE REDUCTASE (NR) >gi 
reductase (NADH) (EC 1.6.6' 



_81572_pir A41667 nitrate 

,1) - winter squash >gi_167499 



(M33154) nitrate reductase [Cucurbita maxima] 
222360 

LIB3165-031-P1-K1-A10 

BLASTX 

gl352821 

682 

4.0e-72 

127 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222361 

LIB3165-031-P1-K1-A11 

BLASTX 

g3808101 

358 

4 .Oe-34 

110 

65 

(AJ012165) chloroplast protease [Capsicum annuum] 



222362 

LIB3165-031- 

BLASTX 

g3746060 

158 



P1-K1-A12 



31468 



E value 


1.0e-10 


Match length 


37 


% identity 


84 


NCBI Description 


(AC005311) unknown protein [Arabidopsis thaliana] 


Seq. No. 


222363 


Seq. ID 


LIB3165-031-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl707019 


BLAST score 


202 


E value 


6.0e-16 


Match length 


68 


% identity 


53 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222364 


Seq. ID 


LIB3165-031-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl31397 


BLAST score 


258 


E value 


2.0e-22 


Match length 


116 


% identity 


52 


NCBI Description 


OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) 



(16 KD 

SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222365 

LIB3165-031-P1-K1-A6 

BLASTX 

g68200 

488 

2.0e-49 

119 
84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222366 

LIB3165-031-P1-K1-A9 

BLASTX 

g20729 

355 

8.0e-34 

102 
72 

(X15190) precursor (AA 



■68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 



222367 

LIB3165-031-P1-K1-B12 
BLASTX 



31469 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2465008 
285 

1.0e-25 

123 

46 

(AJ001445) ripening-induced protein [Fragaria vesca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222368 

LIB3165-031-P1-K1-B3 

BLASTX 

g625547 

444 

3.0e-44 

119 
71 

chlorophyll a/b-binding protein type I - common tobacco 
>gi__4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 





beq. no. 


000 *5£Q 




Cqa t n 
oeq. 1JJ 


LiDJlDJ UJl ITi. I\X JJ'd 


If 


Mot - Vi r^H 


BLASTX 

i-J J_l.C3.iw' -L j: i 




NCBI GI 


g4406530 




BLAST score 


292 




E value 


2.0e-26 




Match length 


103 




% identity 


62 




NCBI Description 


(AF126870) rubisco activase [Vigna 




Seq. No. 


222370 




Seq. ID 


LIB3165-031-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3023752 




BLAST score 


232 




E value 


2.0e-19 




Match length 


92 




% identity 


55 




NCBI Description 


FERREDOXIN I PRECURSOR >gi_14 18982 






ferredoxin-I [Lycopersicon esculen 




Seq. No. 


222371 




Seq. ID 


LIB3165-031-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


gl345698 




BLAST score 


369 




E value 


2.0e-35 




Match length 


77 




% identity 


91 



(Z75520) 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi 99601 pir S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



222372 

LIB3165-031-P1-K1-C1 



31470 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2342727 

393 

3.0e-38 

83 
77 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
222373 

LIB3165-031-P1-K1-C10 

BLASTX 

g4539292 

452 

4.0e-45 

100 

83 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



222374 

LIB3165-031-P1-K1-C12 

BLASTX 

g3643090 

164 

2.0e-ll 

93 
46 

(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

222375 

LIB3165-031-P1-K1-C2 

BLASTX 

gl352821 

525 

1.0e-53 

101 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222376 

LIB3165-031-P1-K1-C4 

BLASTN 

g2924257 

70 

5.0e-31 

182 
94 

Tobacco chloroplast genome DNA 
222377 

LIB3165-031-P1-K1-C6 
BLASTX 



31471 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3334665 
256 

4.0e-22 

108 
45 

(Y10492) putative cytochrome P450 [Glycine max] 
222378 

LIB3165-031-P1-K1-C8 

BLASTN 

g2623914 

322 

0.0e+00 

365 

96 

Gossypium darwinii ATPase B subunit (atpB) and ribulose 
1, 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins, 
partial cds 7 and atpB-rbcL intergenic spacer 

222379 

LIB3165-031-P1-K1-D10 
BLASTX 
^g3095075 
177 

6.0e-13 

97 

23 

(AF031471) pollen allergen [Juniperus oxycedrus] 
222380 

LIB3165-031-P1-K1-D11 

BLASTX 

gll5765 

404 

2.0e-39 

94 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB- 7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197__ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22 654 6__prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



222381 

LIB3165-031-P1-K1-D12 

BLASTX 

gl354515 

207 

2.0e-16 

84 
56 

(U558 37) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



31472 



II 



Seq. No. 


222382 


Seq. ID 


LIB3165-031-P1-K1-D3 




n>±jr\D 1 A 


NCBI GI 


g20729 


BLAST score 


297 


E value 


5.0e-27 


Match length 


89 


% identity 


69 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


222383 


Seq. ID 


LIB3165-031-P1-K1-D4 


Method 


BLASTX 






BLAST score 


616 


E value 


2.0e-64 


Match length 


118 


% identity 


97 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222384 


Seq. ID 


LIB3165-031-P1-K1-D5 


Method 




NCBI GI 


g228403 


BLAST score 


456 


E value 


1.0e-45 


Match length 


97 


% identity 


91 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


222385 


Seq. ID 


LIB3165-031-P1-K1-D6 




£j J_irlD 1 A 


NCBI GI 


g3687676 


BLAST score 


560 


E value 


8.0e-58 


Match length 


111 


% identity 


95 


NCBI Description 


(AF052424) rubisco activase precursor [Datisca glomerata] 


Seq. No. 


222386 


Seq. ID 


LIB3165-031-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


468 


E value 


5.0e-47 


Match length 


91 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222387 



31473 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-031-P1-K1-D8 

BLASTN 

g4096078 

38 

6.0e-12 

62 

90 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

222388 

LIB3165-031-P1-K1-E1 

BLASTX 

g289920 

585 

9.0e-61 

110 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



222389 

LIB3165-031-P1-K1-E10 

BLASTX 

g!00200 

415 

8.0e-41 

111 

73 

chlorophyll a/b-binding protein type I precursor - tomato 
222390 

LIB3165-031-P1-K1-E11 

BLASTX 

gl730512 

592 

1.0e-61 

125 
97 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi_1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 

222391 

LIB3165-031-P1-K1-E12 

BLASTX 

g4406530 

335 

2.0e-31 

90 
77 

(AF126870) rubisco activase [Vigna radiata] 
222392 

LIB3165-031-P1-K1-E2 
BLASTX 



31474 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



gl213450 
230 

4.0e-19 

82 
55 

(U48963) isopentenyl pyrophosphate isomerase [Clarkia 
brewer i] 

222393 

LIB3165-031-P1-K1-E3 

BLASTX 

g2970654 

255 

5.0e-22 

99 

63 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

222394 

LIB3165-031-P1-K1-E4 

BLASTN 

g2687437 

60 

6.0e-26 

72 
96 

Jepsonia parryi large subunit 26S ribosomal RNA gene, 
partial sequence 

222395 

LIB3165-031-P1-K1-E5 

BLASTX 

g2924325 

189 

3.0e-14 

41 

88 

(Z937 65) hypothetical protein [Malus domestical 
222396 

LIB3165-031-P1-K1-E6 

BLASTX 

gl352821 

330 

9.0e-31 

88 
78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_ernb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222397 

LIB3165-031-P1-K1-E8 
BLASTX 



31475 







rtA A Pi £ R"3fi 




BLAST score 


307 




E value 


4.0e-28 




Match length 


84 




% identity 


75 




NCBI Description 


(AF126870) rufoisco activase [Vigna rat 




Seq. No. 


222398 




Seq. ID 


LIB3165-031-P1-K1-E9 




Method 


BLASTX 




IN ^ D X \3 JL 


ndC\ A Q?^^ 
y*±ui ^ jjj 




BLAST score 


369 




E value 


2.0e-35 




Match length 


109 




% identity 


69 




NCBI Description 


(AL034567) putative protein [Arabidop 




Seq. No. 


222399 




Seq. ID 


LIB3165-031-P1-K1-F10 




Method 


BLASTX 








m 


BLAST score 


611 




E value 


8.0e-64 




Match length 


117 


™ ; 


% identity 


98 


y * 


NCBI Description 


(AF047352) rubisco activase precursor 




Seq. No. 


222400 


Li.. 


Seq. ID 


LIB3165-031-P1-K1-F2 


fs=. 


Method 


BLASTX 


- 


NCBI GI 


g505482 




oL/ioi score 


■3 z) I 




E value 


8.0e-39 


ri: 


Match length 


106 


pi 


% identity 


80 




NCBI Description 


(X64349) 33 kDa polypeptide of water- 






photosystem II [Nicotiana tabacum] 




Seq. No. 


222401 




Seq. ID 


LIB3165-031-P1-K1-F3 




Method 


BLASTN 




JNUJbl bl 


goo zi / ou 




BLAST score 


36 




E value 


8.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


222402 




Seq. ID 


LIB3165-031-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


g2754849 




BLAST score 


574 




E value 


2.0e-59 




Match length 


122 




% identity 


91 




NCBI Description 


(AF039000) putative serine-glyoxylate 



complex of 



31476 



[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222403 

LIB3165-031-P1-K1-F6 

BLASTN 

g2687434 

306 

1.0e-172 

378 
96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

222404 

LIB3165-031-P1-K1-F8 

BLASTX 

g3925703 

538 

3.0e-55 

122 
87 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
222405 

LIB3165-031-P1-K1-G1 

BLASTX 

gl352821 

502 

5.0e-51 

95 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222406 

LIB3165-031-P1-K1-G10 

BLASTX 

g289920 

584 

3.0e-61 

116 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222407 

LIB3165-031-P1-K1-G12 

BLASTX 

g289920 

560 

8.0e-58 

117 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 



31477 



hirsutuin] 



Seq. No. 


222408 


beq. iu 


t "3 1 £t;_mi _di _i< r i _p o 

LlDjloD Uji rl ixl uj 


Method 


BLASTX 


NCBI GI 


g!67367 


BLAST score 


455 


E value 


2.0e-45 


Match length 


120 


% identity 


74 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


222409 


Seq. ID 


LIB3165-031-F1-K1-G7 


Method 


BLASTX 




yl / IU / O U 


BLAST score 


359 


E value 


3.0e-34 


Match length 


101 


% identity 


69 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433 




(X96613) cytoplasmic ribosomal protein S7 [Podospora 




anserina] 


Seq. No. 


222410 


beq. iu 


L1jdo1dO~Uo1 — fl — s\L— bo 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


349 


E value 


4.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222411 


Seq. ID 


LIB3165-031-P1-K1-H10 


Method 


BLASTX 




gzji do o 


BLAST score 


453 


E value 


2.0e-45 


Match length 


102 


% identity 


85 


NCBI Description 


CATALASE ISOZYME 2 >gi 99599 pir S174 93 catalase (EC 




1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56 




subunit 2 of cotton catalase [Gossypium hirsutum] 


Seq. No. 


222412 


Seq. ID 


LIB3165-031-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2129511 


BLAST score 


142 


E value 


1.0e-13 


Match length 


49 


% identity 


71 



NCBI Description 



glycerate dehydrogenase (EC 1.1.1.2 9) splice form HPR1, 
microbody - cucurbit >gi_1304 042_dbj_BAA08410_ (D49432) 
hydroxypyruvate reductase [Cucurbit a sp . ] 



31478 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222413 

LIB3165-031-P1-K1-H2 

BLASTX 

gl352821 

522 

3.0e-53 

101 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222414 

LIB3165-031-P1-K1-H3 

BLASTX 

gl620898 

223 

3.0e-18 

60 
73 

(D87 957) protein involved in sexual development [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222415 

LIB3165-031-P1-K1-H6 

BLASTX 

gll8564 

415 

5.0e-41 

90 
88 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275__emb_CAA327 64_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222416 

LIB3165-031-P1-K1-H7 

BLASTX 

gl352821 

455 

2.0e-45 

91 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



222417 



31479 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-032-P1-K1-A10 

BLASTX 

gl354515 

247 

4.0e-21 

124 
48 

(U55837) 



carbonic anhydrase [Populus tremula x Populus 



tremuloides] 
222418 

LIB3165-032-P1-K1-A11 

BLASTX 

g2511590 

236 

8.0e-20 

52 

87 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_J3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 

222419 

LIB3165-032-P1-K1-A3 

BLASTN 

g706852 

42 

2.0e-14 

102 
85 

Lycopersicon esculentum photosystem II 22 kDa component 
(psbS) gene, complete cds 

222420 

LIB3165-032-P1-K1-A4 

BLASTX 

g3036951 

431 

1.0e-42 

81 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

222421 

LIB3165-032-P1-K1-A5 

BLASTX 

gl352821 

465 

1.0e-46 

88 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39} small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54091) 



31480 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222422 

LIB3165-032-P1-K1-A6 

BLASTX 

g3289002 

199 

2.0e-15 

66 

22 

(AF073522) CRP1 [Zea mays] 
222423 

LIB3165-032-P1-K1-B1 

BLASTX 

g4406530 

315 

4.0e-29 

113 

61 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222424 

LIB3165-032-P1-K1-B11 

BLASTX 

gl00200 

442 

6.0e-44 

114 

75 

chlorophyll a/b-binding protein type I precursor 
222425 

LIB3165-032-P1-K1-B2 

BLASTX 

g3288821 

602 

1.0e-62 

128 
88 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222426 

LIB3165-032-P1-K1-B3 

BLASTX 

g2191152 

223 

2.0e-18 

107 
63 

(AF007269) 
thaliana] 



A IG002N01.31 gene product [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



222427 

LIB3165-032-P1-K1-B5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2738248 
512 

3.0e-52 
128 

80 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222428 

LIB3165-032-P1-K1-B6 

BLASTX 

g4406530 

338 

9.0e-32 

114 
64 

(AF126870) rubisco activase [Vigna radiata] 
222429 

LIB3165-032-P1-K1-B9 

BLASTX 

g3913651 

376 

3.0e-36 

110 
65 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi__2225 993_emb_CAA7 435 9_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222430 

LIB3165-032-P1-K1-C11 

BLASTX 

gl00200 

573 

2.0e-59 

128 

66 

chlorophyll a/b-binding protein type I precursor 



tomato 



222431 

LIB3165-032-P1-K1-C12 

BLASTX 

gl352821 

507 

1.0e-51 

98 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



222432 

LIB3165-032-P1-K1-C2 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
574 

2.0e-59 

119 

95 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222433 


Seq. ID 


LIB3165-032-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


JO 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


222434 


Seq. ID 


LIB3165-032-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2493144 


BLAST score 


422 


E value 


1.0e-41 


Match length 


99 


% identity 


0 O 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 


16 KD PROTEOLIPID SUBUNIT) >gi_2118 22 l__pir S60132 




H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 




(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 




vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 




thaliana] 


Seq. No. 


222435 


Seq. ID 


LIB3165-032-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


346 


E value 


9.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222436 


Seq. ID 


LIB3165-032-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2129538 


BLAST score 


220 


E value 


2.0e-18 


Match length 


45 


% identity 


93 


NCBI Description 


AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 




AT103 [Arabidopsis thaliana] 
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Seq. No. 


222437 


Seq. ID 


LIB3165-032-P1-K1-D1 


Method 


BLAST X 


NCBI GI 


g3334113 




333 


E value 


3.0e-31 


Match length 


89 


% identity 


74 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 




acyl-CoA-binding protein [Gossypium hirsutum] 


Seq. No. 


222438 


Seq. ID 


LIB3165-032-P1-K1-D10 


Method 


BLASTX 


NPRT (IT 


y i j u u j ju 


BLAST score 


330 


E value 


8.0e-31 


Match length 


112 


% identity 


63 


NCBI Description 


(AF12 6870) rubisco activase [Vigna radiata] 


Seq. No. 


222439 


Seq. ID 


LIB3165-032-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl00616 


BLAST score 


464 


E value 


1.0e-46 


Match length 


119 


n /*> in t t t 

"5 luenLlLy 


/ D 


NCBI Description 


ribulose-bisphosphate carboxylase activase B precursor - 




barley >gi 167093 (M55448) ribulose 1, 5-bisphosphate 




carboxylase activase [Hordeum vulgare] >gi 167095 (M55449 




ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 




vulgare] 


Seq. No. 


222440 


Seq. ID 


LIB3165-032-P1-K1-D2 


Method 


BLASTX 


VIP dt r*T 
iN v^, JD J. O ± 




BLAST score 


298 


E value 


4.0e-27 


Match length 


122 


% identity 


17 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


Seq. No. 


222441 


Seq. ID 


LIB3165-032-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


39 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 >gi 629673 pir S44313 ribosoma 




protein L37 - tomato >gi__4 8358 6_emb_CAA55674_ (X79074) 




ribosomal protein L37 [Lycopersicon esculentum] 
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II 



Seq. No. 


222442 


Seq. ID 


LIB3165-032-P1-K1-D4 


Method 


BLASTX 


VT/T3 T H T 




BLAST score 


516 


E value 


1.0e-52 


Match length 


106 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


222443 


Seq. ID 


LIB3165-032-P1-K1-D5 


Method 


BLASTX 




gzyz4 jz o 


BLAST score 


307 


E value 


4.0e-28 


Match length 


70 


% identity 


80 


NCBI Description 


(Z93765) hypothetical protein [Malus domestical 


Seq. No. 


222444 


Seq. ID 


LIB3165-032-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3850111 


BLAST score 


T A A 
144 


E value 


5.0e-09 


Match length 


49 


% identity 


55 


NCBI Description 


(AL033388) hypothetical integral membrane protein, 




involvement in lipid metabolism [Schizosaccharomyce 


Seq. No. 


222445 


Seq. ID 


LIB3165-032-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


500 


E value 


9.0e-51 


Match length 


97 


% identity 


97 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222446 

LIB3165-032-P1-K1-D9 

BLASTX 

gl20661 

554 

4 .Oe-57 
121 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222447 

LIB3165-032-P1-K1-E1 

BLASTX 

gl352821 

510 

6.0e-52 

98 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222448 

LIB3165-032-P1-K1-E11 

BLASTN 

g2564049 

40 

4.0e-13 

224 
79 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222449 

LIB3165-032-P1-K1-E12 

BLASTX 

g3024020 

620 

7.0e-65 

121 

95 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj__BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222450 

LIB3165-032-P1-K1-E2 

BLASTX 

g2493694 

248 

3.0e-21 

119 
45 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_10762 68__pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



222451 

LIB3165-032-P1-K1-E3 

BLASTX 

g4220480 

390 

2.0e-38 

124 
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o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AC006069) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



2 [Samanea saman] 



222452 

LIB3165-032-P1-K1-E6 
BLASTX 
g3158476 
535 

7.0e-55 
117 
86 

( AFO 67 185) aquaporin 
222453 

LIB3165-032-P1-K1-E9 

BLASTX 

gl346155 

553 

5.0e-57 

121 
88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransferase [Flaveria pringlei] 

222454 

LIB3165-032-P1-K1-F10 

BLASTX 

g!632831 

442 

6.0e-44 

100 

86 

(Z49698) orf [Ricinus communis] 
222455 

LIB3165-032-P1-K1-F11 

BLASTX 

gl352821 

516 

1.0e-52 

100 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222456 

LIB3165-032-P1-K1-F12 

BLASTX 

gl507699 

271 
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■E value 


6.0e-24 ^ 


Match length 


66 


% identity 


77 


NCBI Description 


(L81119) C0L2 [Arabidopsis thaliana] >gi_1507701 (L81120) 




C0L2 [Arabidopsis thaliana] 


Seq. No. 


222457 


Seq. ID 


LIB3165-032-P1-K1-F3 


Method 


BLASTX 


LN ^ O ± bl 




BLAST score 


390 


E value 


8.0e-38 


Match length 


105 


% identity 


72 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


222458 


Seq. ID 


LIB3165-032-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll5833 


BLAST score 


467 


E value 


7.0e-47 


Match length 


1 1 Q 


% identity 


76 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 




(CAB-10A) (LHCP) >gi 100195 pir S11877 chlorophyll 




a/b-binding protein CablOA - tomato >gi_170394 (M32605) 




a-binding protein [Lycopersicon esculentum] 


Seq. No. 


222459 


Seq. ID 


LIB3165-032-P1-K1-F9 


Method 


BLASTX 






BLAST score 


449 


E value 


8.0e-45 


Match length 


121 


% identity 


74 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


222460 


Seq. ID 


LIB3165-032-P1-K1-G10 


Method 


BLASTX 


Mr 1 DT C T 




BLAST score 


349 


E value 


4 .Oe-33 


Match length 


122 


% identity 


51 


NCBI Description 


(U89959) CER1 protein [Arabidopsis thaliana] 


Seq. No. 


222461 


Seq. ID 


LIB3165-032-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4406777 


BLAST score 


272 


E value 


5.0e-24 


Match length 


70 


% identity 


73 
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II 



NCBI Description (AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 


222462 




LIB31 65-032 -P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


66 


E value 


7.0e-29 


Match length 


182 


% identity 


84 


NCBI Description 


Eucryphia lucida large 




partial sequence 


o e q . IN o . 


9994 6^ 


Seq. ID 


LIB3165-032-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gll81615 


BLAST score 


601 


E value 


1.0e-62 


Match length 


128 


% identity 


90 


NCBI Description 


(D83078) nitrilase [Nj 


Seq. No. 


222464 


Seq. ID 


LIB3165-032-P1-K1-G5 


Method 


DT 7\0 rpv 


NCBI GI 


g68200 


BLAST score 


305 


E value 


5.0e-28 


Match length 


93 


% identity 


70 


NCBI Description 


f ructose-bisphosphate 




chloroplast - spinach 




f ructose-bisphosphate 


Seq. No. 


222465 


Seq. ID 


LIB3165-032-P1-K1-G6 


Method 




NCBI GI 


g68200 


BLAST score 


469 


E value 


4 .Oe-47 


Match length 


121 


% identity 


81 


NCBI Description 


f ructose-bisphosphate 




chloroplast - spinach 




f ructose-bisphosphate 


Seq. No. 


222466 


Seq. ID 


LIB3165-032-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2687435 


BLAST score 


265 


E value 


1.0e-147 


Match length 


305 


% identity 


97 


NCBI Description 


Hamamelis virginiana 



(EC 4.1.2.13) 



precursor, 
(X66814) 



(EC 4.1.2.13) precursor, 
_emb_CAA4 72 93_ (X66814) 
[Spinacia oleracea] 
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partial sequence 



Seq. No. 


222467 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


346 


E value 


9.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222468 


Seq. ID 


LlDjiOD UjZ rl M ill 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


195 


E value 


5.0e-15 


Match length 


43 


% identity 


84 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


222469 


Seq. ID 


LIB3165-03Z-P1-K1-H1U 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


182 


E value 


2.0e-13 


Match length 


57 


% identity 


63 


NCBI Description 


(Y12776) putative kinase [Arabidopsis thaliana] 


Seq. No. 


222470 


Seq. ID 


LiDJlOJ- UjZ- rl - Jt\l — rllz 


Method 


BLASTX 


NCBI GI 


g3269292 


BLAST scor^ 


175 


E value 


8.0e-13 


Match length 


80 


% identity 


49 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana 


Seq. No. 


222471 


Seq. ID 


LIB3165-032-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl21902 


BLAST score 


158 


E value 


1.0e-10 


Match length 


35 


% identity 


91 


NCBI Description 


HISTONE Hl.l >gi 1070594 pir HSMU11 histone Hl.l 


Arabidopsis thaliana >gi_16317__emb_CAA4 4 314_ (X62 




Histone HI [Arabidopsis thaliana] 


Seq. No. 


222472 


Seq. ID 


LIB3165-032-P1-K1-H3 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832669 
162 

4.0e-ll 

102 

43 

(AL021712) 



hypothetical protein [Arabidopsis thaliana] 



222473 

LIB3165-032-P1-K1-H6 

BLASTX 

g3281850 

145 

4.0e-09 

83 

43 

(AL031004) monogalactosyldiacylglycerol synthase 
protein [Arabidopsis thaliana] 



- like 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222474 

LIB3165-032-P1-K1 
BLASTX 
g20729 
456 

1.0e-45 

122 
75 

(X15190) precursor 



H7 



(AA -68 to 337) [Pisum sativum] 



222475 

LIB3165-032-P1-K1-H8 

BLASTX 

g289920 

598 

3.0e-62 

110 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222476 

LIB3165-033-P1-K1-A1 

BLASTX 

g3036946 

315 

3.0e-29 

60 

100 

(AB012637) light harvesting chlorophyll a/b-binding prote 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222477 

LIB3165-033-P1-K1-A10 

BLASTX 

gll5470 

290 

3.0e-26 

107 



31491 



il 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



58 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 

>gi 1434 3_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 

222478 

LIB3165-033-P1-K1-A12 

BLASTN 

g2687434 

49 

1.0e-18 

89 
89 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

222479 

LIB3165-033-P1-K1-A2 

BLASTN 

g3108248 

190 

1.0e-102 

268 

94 

Gossypium barbadense clone pXP027 repetitive DNA sequence 
222480 

LIB3165-033-P1-K1-A3 

BLASTX 

g3687652 

355 

6.0e-34 

102 

72 

(AF047352) rubisco activase precursor [Datisca glomerata] 
222481 

LIB3165-033-P1-K1-A5 

BLASTX 

gll8564 

565 

2.0e-58 

116 

91 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA414 34_ (X58542) NADH- dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_1827 5_emb_CAA327 64_ (XI 4 60 9) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

222482 

LIB3165-033-P1-K1-A6 
BLASTX 



31492 



NCBI GI 


g289920 




\J '-2. >J 


E value 


9.0e-68 


Match length 


121 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding pr< 




hirsutum] 


Seq. No. 


222483 


Seq. ID 


LIB3165-033-P1-K1-A8 


Method 


BLASTX 






BLAST score 


451 


E value 


5.0e-45 


Match length 


119 


% identity 


71 


NCBI Description 


(AJ224961) Sucrose carrier [Ricinus 


Seq. No. 


222484 


Seq. ID 


LIB3165-033-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl31397 


BLAST score 


300 


E value 


2.0e-27 


Match length 


110 


% identity 


61 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 3 



PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 


222485 


Seq. ID 


LIB3165-033-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


192 


E value 


1.0e-14 


Match length 


63 


% identity 


65 


NCBI Description 


(U63784) PAPS-reductase-like protein 


Seq. No. 


222486 


Seq. ID 


LIB3165-033-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


193 


E value 


8*0e-15 


Match length 


74 


% identity 


64 


NCBI Description 


fructose-bisphosphate aldolase (EC 4 



.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



31493 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222487 

LIB3165-033-P1-K1-B3 

BLASTX 

g3080418 

260 

1.0e-22 

114 

44 

(AL022604) putative protein [Arabidopsis thaliana] 
222488 

LIB3165-033-P1-K1-B5 

BLASTX 

g231610 

324 

4.0e-30 

111 
64 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi__67880_pir PWNTG Hi—transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

222489 

LIB3165-033-P1-K1-B6 

BLASTX 

g4558563 

201 

1.0e-15 

96 
46 

(AC007138) putative NifU-like metallocluster assembly 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222490 

LIB3165-033-P1-K1-B8 

BLASTX 

g68200 

458 

7.0e-46 

112 

83 

f ructose-bisphosphate aldolase {EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb__CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222491 

LIB3165-033-P1-K1-C1 

BLASTX 

gl32168 

530 

3.0e-54 

126 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi__81488_pir A31082 



31494 



II 



ribulose-bisphosphate carboxylase activase precursor - 
spinach >gi_170129 (J03610) rubisco activase precursor 
[Spinacia oleracea] 



cj^rr Kin 


222492 


Seq. ID 


LIB3165-033-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


457 


E value 


6.0e-46 


Match length 


86 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


o e . IN U * 


Z. ^± _/ -J 


Seq, ID 


LIB3165-033-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


409 


E value 


4.0e-40 


Match length 


101 


% identity 


81 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding prote 




[Arabidopsis thaliana] 


Seq. No. 


222494 


Seq. ID 


LIB3165-033-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


377 


E value 


2.0e-36 


Match length 


104 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - 


Oc^i IN V ■ 


Z. 1 Z? -J 


Seq. ID 


LIB3165-033-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3850111 


BLAST score 


149 


E value 


3.0e-10 


Match length 


49 


% identity 


55 


NCBI Description 


(AL033388) hypothetical integral membrane protein, 




involvement in lipid metabolism [Schizosaccharomyce 


Seq. No. 


222496 


Seq. ID 


LIB3165-033-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2129921 


BLAST score 


195 


E value 


5.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


hypothetical protein 1 - Madagascar periwinkle >gi_ 




(U12573) putative [Catharanthus roseus] 



tomato 



31495 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222497 

LIB3165-033-P1-K1-C6 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222498 


Seq. ID 


LIB3165-033-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4262181 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


77 


% identity 


55 


NCBI Description 


(AC005508) 37496 [Arabidops: 


Seq. No. 


222499 


Seq. ID 


LIB3165-033-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


185 


E value 


7.0e-14 


Match length 


100 


% identity 


42 


NCBI Description 


(AL035601) putative protein 


Seq. No. 


222500 


Seq. ID 


LIB3165-033-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2492514 


BLAST score 


580 


E value 


3.0e-60 


Match length 


118 


% identity 


94 


NCBI Description 


CELL DIVISION PROTEIN FTSH 


>gi_1483215_emb_CAA68141_ (! 




protease [Arabidopsis thali 


Seq. No. 


222501 


Seq. ID 


LIB3165-033-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


489 


E value 


2.0e-49 


Match length 


105 


% identity 


92 



chloroplast FtsH 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31496 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222502 

LIB3165-033-P1-K1-D4 

BLASTN 

g450504 

47 

2.0e-17 

51 

98 

G. hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

222503 

LIB3165-033-P1-K1-D6 

BLASTX 

g3451067 

349 

4.0e-33 

92 
76 

(AL031326) putative protein [Arabidopsis thaliana] 
222504 

LIB3165-033-P1-K1-D7 

BLASTX 

gl352821 

488 

2.0e-49 

95 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222505 

LIB3165-033-P1-K1-D8 

BLASTX 

gl352821 

506 

2.0e-51 

98 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222506 

LIB3165-033-P1-K1-D9 

BLASTX 

g3298502 



31497 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389 

9.0e-38 

122 

61 

(AB015046) xylulokinase [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222507 

LIB3165-033-P1-K1-E1 

BLASTX 

g430947 

379 

1.0e-36 

95 
80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222508 

LIB3165-033-P1-K1-E10 

BLASTX 

g3355468 

522 

2.0e-53 

123 



(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222509 

LIB3165-033-P1-K1-E12 

BLASTX 

g4115931 

337 

1.0e-31 

124 
59 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB : AF04 1468 ) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222510 

LIB3165-033-P1-K1-E4 

BLASTX 

g4406530 

321 

9.0e-30 

110 

63 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222511 

LIB3165-033-P1-K1-E5 

BLASTX 

g505482 

406 

9.0e-40 

104 

81 



31498 



NCBI Description (X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
JE value 
Match length 
% identity 
NCBI Description 



222512 

LIB3165-033-P1-K1-E6 

BLASTX 

g3914605 

471 

2.0e-47 

128 
70 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 


222513 


Seq. ID 


LIB3165-033-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


153 


E value 


4.0e-10 


Match length 


3b 


% identity 


44 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


222514 


Seq. ID 


LIB3165-033-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl418990 


BLAST score 


218 


E value 


1.0e-17 


Match length 


47 


% identity 


87 


NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 


Seq. No . . 


222515 


Seq. ID 


LIB3165-033-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


337 


E value 


1.0e-31 


Match length 


96 


% identity 


70 


NCBI Description 


(X94968) 37kDa chloroplast inner envelope membrane 




polypeptide precursor [Nicotiana tabacum] 


Seq. No. 


222516 


Seq. ID 


LIB3165-033-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


212 


E value 


4.0e-17 


Match length 


103 


% identity 


39 



31499 



NCBI Description (Z97342) Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222517 

LIB3165-033-P1-K1-F3 

BLASTX 

g4056469 

650 

2.0e-68 

124 
98 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697 7 gb_AA713150, gb_T46332, gb_AA040967, 
gb__AA712956, gbJT46403, gbJT4 6050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222518 

LIB3165-033-P1-K1-F4 

BLASTX 

g3288821 

436 

3.0e-43 

106 

79 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222519 

LIB3165-033-P1-K1-F6 

BLASTX 

gl00454 

532 

2.0e-54 

129 
84 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_embj3AA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222520 

LIB3165-033-P1-K1-F8 

BLASTX 

g2829869 

373 

6.0e-36 

87 
82 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222521 

LIB3165-033-P1-K1-F9 

BLASTX 

g70644 

554 

4.0e-57 
113 



31500 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 



19 



ubiquitin precursor - common sunflower (fragment) 



222522 

LIB3165-033-P1-K1-G12 

BLASTX 

gll68411 

514 

2.0e-52 

128 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



222523 

LIB3165-033-P1-K1-G4 

BLASTX 

g2244844 

152 

6.0e-10 

118 

40 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



222524 

LIB3165-033-P1-K1-G6 

BLASTX 

gl00203 

185 

2.0e-22 

99 

58 

cysteine proteinase (EC 
>gi_l 9 1 95__emb_CAA7 8 4 0 3__ 



3.4.22.-) precursor - tomato 
(Z14028) pre-pro-cysteine 



proteinase [Lycopersicon esculentum] 
222525 

LIB3165-033-P1-K1-G9 

BLASTX 

g3869088 

517 

9.0e-53 

100 
98 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
222526 

LIB3165-033-P1-K1-H1 

BLASTX 

g4106538 

472 

2.0e-47 

128 
72 

(AF104220) gamma-tocopherol methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 



222527 



31501 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-033-P1-K1-H6 

BLASTX 

gl346155 

584 

1.0e-60 

127 
88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >qi 481942 pir S4Q212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA8107 8__ (Z25859) glycine 
hydroxymethyltransferase [Flaveria pringlei] 



Seq. No. 


222528 


Seq. ID 


LIB3165-033-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl21083 


BLAST score 


621 


E value 


5. Oe-65 


Match length 


123 


% identity 


92 


NCBI Description 


GLYCINE DEHYDROGENASE ( DECARBOXYLATING) PRECURSOR (GLYCINE 


DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) , 




>gi 282926 pir A42109 glycine dehydrogenase 




(decarboxylating) (EC 1.4.4.2) component P precursor - 




garden pea >gi 20741_emb_CAA42443_ (X59773) component of 




aminomethyltransf erase [Pisum sativum] 


Seq. No. 


222529 


Seq. ID 


LIB3165-033-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2098705 


BLAST score 


228 


E value 


6.0e-19 


Match length 


98 


% identity 


48 


NCBI Description 


(U82973) pectinesterase [Citrus sinensis] 


Seq. No. 


222530 


Seq. ID 


LIB3165-034-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2879867 


BLAST score 


405 


E value 


1.0e-39 


Match length 


110 


% identity 


70 


NCBI Description 


(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 




pombe] 



Seq. No. 222531 

Seq. ID LIB3165-034-P1-K1-A11 

Method BLASTX 

NCBI GI gl352821 

BLAST score 54 6 

E value 4.0e-56 

Match length 104 



31502 



% identity 

NCBI Description 



98 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir__ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222532 

LIB3165-034-P1-K1-A2 

BLASTX 

gl350944 

302 

2.0e-27 

78 
79 

40S RIBOSOMAL PROTEIN S17 



222533 

LIB3165-034-P1-K1-A3 
BLASTX 
gl706261 
428 

2.0e-42 

87 
89 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 
> gi_6 444 9 0_db j _BAA0 8245 
mays] 



PRECURSOR >gi_2118129_pir S59598 

precursor - maize 

(D45403) cysteine proteinase [Zea 



222534 

LIB3165-034-P1-K1-A4 

BLASTX 

gll68411 

501 

6.0e-51 

126 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222535 

LIB3165-034-P1-K1-A6 

BLASTX 

gl69039 

457 

1.0e-45 

104 
86 

(M97477) aldolase [Pisum sativum] 
222536 

LIB3165-034-P1-K1-A7 

BLASTX 

gl354515 

238 

4.0e-20 

121 



31503 




% identity 48 

NCBI Description (U55837) carbonic anhydrase [Populus tremula x Populus 
tremuioides] 





Seq. No. 


222537 




Seq. ID 


LIB3165-034-P1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl00200 




BLAST score 


603 




E value 


7.0e-63 




Match length 


127 




% identity 


68 




NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 




Seq. No. 


222538 




Seq. ID 


LIB3165-034-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3158474 




BLAST score 


182 




E value 


2.0e-13 


y $ 


Match length 


53 




% identity 


70 




NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 




Seq. No. 


222539 




Seq. ID 


LIB3165-034-P1-K1-B1 




Method 


BLASTX 




NCBI GI 


gl21953 




BLAST score 


168 




E value 


8.0e-12 




Match length 


41 




% identity 


83 




NCBI Description 


HISTONE HI >gi 81905 pir S00033 histone Hl.b - garden pea 



>gi_207 62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 



[Pi sum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222540 

LIB3165-034-P1-K1-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 
90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222541 

LIB3165-034-P1-K1-B11 

BLASTX 

g2653446 

380 

1.0e-36 

97 

74 

(AB009077) proton pyrophosphatase [Vigna radiata] 



31504 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222542 

LIB3165-034-P1-K1-B3 

BLASTX 

g3914940 

365 

6.0e-35 

123 
63 

SED0HEPTUL0SE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222543 

LIB3165-034-P1-K1-B5 

BLASTX 

gl29867 

376 

3.0e-39 

86 

97 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 
>gi_2 92427 3_emb_CAA77425_ (Z00044; 
subunit IV [Nicotiana tabacum] 



(17 KD POLYPEPTIDE) 
cytochrome b/f complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222544 

LIB3165-034-P1-K1-B6 

BLASTX 

g228210 

542 

1.0e-55 

134 

75 

granule-bound starch synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222545 

LIB3165-034-P1-K1-B8 

BLASTX 

g487046 

381 

8.0e-37 

127 

66 

photosystem I chain II precursor 
>gi_407769_dbj_BAA02871_ (D13718) 
[Nicotiana sylvestris] 



- wood tobacco 
PSI-D1 precursor 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222546 

LIB3165-034-P1-K1-B9 

BLASTX 

g3738316 

337 

1.0e-31 

90 

70 

(AC005170) unknown protein [Arabidopsis thaliana] 



31505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222547 

LIB3165-034-P1-K1-C10 

BLASTX 

g2865623 

408 

4.0e-40 

93 

85 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5 -epimerase- 4 -reductase 
[Arabidopsis thaliana] 



222548 

LIB3165-034-P1-K1-C11 

BLASTX 

g20729 

178 

4.0e-13 

67 
57 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222549 

LIB3165-034-P1-K1-C12 * 

BLASTX 

gll81599 

399 

6.0e-39 

110 
72 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



222550 

LIB3165-034-P1-K1-C3 

BLASTX 

g3269292 

289 

4 ,0e-26 

74 
69 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222551 

LIB3165-034-P1-K1-C5 

BLASTX 

gl33867 

477 

5.0e-48 

109 
83 

40S RIBOSOMAL PROTEIN Sll >gi_82722 jpir S16577 ribosomal 

protein Sll - maize >gi_2247 0_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays]. 



Seq. No. 
Seq. ID 



222552 

LIB3165-034-P1-K1-C7 



31506 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g498038 

465 

1.0e-46 

130 
62 

(L33792) lipid transfer protein [Senecio odorus] 
222553 

LIB3165-034-P1-K1-C9 

BLASTX 

gl352821 

531 

2.0e-54 

102 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222554 


Seq. ID 


LIB3165-034- 


Method 


BLASTX - 


NCBI GI 


g4249385 


BLAST score 


371 


E value 


1.0e-35 


Match length 


104 


% identity 


67 


NCBI Description 


(AC005966) ' 


Seq. No. 


222555 


Seq. ID 


LIB3165-034 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


503 


E value 


4.0e-51 


Match length 


124 


% identity 


83 


NCBI Description 


f ructose-bi 




chloroplast 



■P1-K1-D1 



-P1-K1-D11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



osphate aldolase (EC 4.1.2.13) precursor, 
spinach >gi_22633_emb_CAA4 7293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222556 

LIB3165-034-P1-K1-D12 

BLASTX 

gl352821 

677 

2.0e-71 

130 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31507 



Seq. No. 


222557 


Seq. ID 


LIB3165-034-P1-K1-D2 






NCBI GI 


g3193285 


BLAST score 


217 


E value 


1.0e-17 


Match length 


56 


% identity 


70 


NCBI Description 


(AF069298) T14P8.18 


Seq. No. 


222558 


Seq. ID 


LIB3165-034-P1-K1-D4 


Method 


BLAST X 


NCBI GI 


g3121825 


BLAST score 


301 


E value 


2.0e-27 


Match length 


102 


% identity 


69 


NCBI Description 


2-CYS PEROXIREDOXIN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ANTIOXIDANT PROTEIN) >giJL4 98 247_emb_CAA63 910__ (X94219) 
basl protein [Spinacia oleracea] 

222559 

LIB3165-034-P1-K1-D5 

BLAST X 

gl352821 

282 

3.0e-25 

54 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222560 

LIB3165-034-P1-K1-D6 

BLASTX 

gll68408 

169 

6.0e-12 

38 
89 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 
>gi 2118268 pir S58168 f ructose-bisphosphate aldolase (EC 
4.1.2.13) - garden pea >gi_927 507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222561 

LIB3165-034-P1-K1-D7 

BLASTX 

g430947 

444 

3.0e-44 

108 



31508 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(U01103) PSI type III chlorophyll a/b-bindirig protein 
[Arabidopsis thaliana] 

222562 

LIB3165-034-P1-K1-D9 

BLASTX 

gl352821 

710 

2.0e-75 

133 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222563 

LIB3165-034-P1-K1-E10 

BLASTX 

g!00490 

573 

2.0e-59 

115 
28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_eirib_CAA4 814 0_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

222564 

LIB3165-034-P1-K1-E11 

BLASTX 

g68200 

323 

5.0e-30 

87 
78 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293__ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222565 

LIB3165-034-P1-K1-E12 

BLASTX 

g228403 

529 

4.0e-54 

119 
87 

glycolate oxidase [Lens culinaris] 
222566 

LIB3165-034-P1-K1-E2 

BLASTX 

gl781348 

564 



31509 



E value 
Match length 
% identity 
NCBI Description 



3.0e-58 

119 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222567 

LIB3165-034-P1-K1-E3 

BLASTX 

g3914002 

607 

3.0e-63 

128 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF0338 62) Lon protease [Arabidopsis thaliana] 

222568 

LIB3165-034-P1-K1-E5 

BLASTX 

g2129921 

191 

1.0e-14 

36 
100 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222569 

LIB3165-034-P1-K1-E6 

BLASTX 

g2739046 

167 

1.0e-ll 

90 
38 

4AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222570 

LIB3165-034-P1-K1-E7 

BLASTX 

gl483563 

423 

1.0e-41 

127 
69 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
222571 

LIB3165-034-P1-K1-E8 

BLASTX 

g4033838 

298 

4.0e-27 

103 
60 



31510 



NCBI Description (Y18550) sigma-like factor [Arabidopsis thaliana] 



Seq. No. 


222572 


Seq. ID 


LIB3165-034-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


dLAo i score 


Z OU 


E value 


1.0e-22 


Match length 


133 


% identity 


44 


NCBI Description 


INTESTINAL S 0 D I UM / D I C ARBOX YL AT E COTRANSPORTER 




<NA(+) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 




intestinal s odium/ dicarboxylate cotransporter [Rattus 




norvegicus] 


Seq. No. 


222573 


beq. 1JJ 


T T "D "3 1 C^ — C\L A _D1 —V\ —TT1 

LIdjIoO U j4 rl J\l r 1 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


237 


E value 


4.0e-20 


Match length 


56 


% identity 


71 


NCBI Description 


(ALO35440) putative protein [Arabidopsis thaliana] 


Seq. No. 


222574 


Seq. ID 


tttdqi^r nQ/i D1 t^i iti n 
Llboloo — Uo4-ri-i\l-r 1U 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


300 


E value 


3.0e-27 


Match length 


74 


% identity 


69 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa 


Seq. No. 


222575 


Seq. ID 


LIB3165-034-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


429 


E value 


2.0e-42 


Match length 


106 


% identity 


80 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


222576 


Seq. ID 


LIB3165-034-P1-K1-F2 


Method 


BLASTX 


NCBI GI 




BLAST score 


339 


E value 


7.0e-32 


Match length 


127 


% identity 


64 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 




ANTIOXIDANT PROTEIN) >gi_1498247_emb_CAA63910_ (X94219) 




basl protein [Spinacia oleracea] 




31511 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222577 

LIB3165-034-P1-K1-F3 

BLASTX 

gl352821 

593 

1.0e-61 

119 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222578 

LIB3165-034-P1-K1-F5 

BLASTX 

gl00616 

236 

8.0e-20 

54 

85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222579 

LIB3165-034-P1-K1-F6 

BLASTX 

g289920 

604 

6.0e-63 

123 
93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222580 

LIB3165-034-P1-K1-F7 

BLASTX 

g289920 

614 

4.0e-64 

115 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



222581 

LIB3165-034-P1-K1-F8 

BLASTN 

g3108329 

117 

2.0e-59 



31512 




Match length 


117 


% identity 


100 


NCBI Description 


Gossypium barbadense clone pXP3-50 repetitive DNA sequ 


Seq. No. 


222582 


Seq. ID 


LIB3165-034-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g430947 


b-LAo i score 


^ 9 n 


E value 


9.0e-30 


Match length 


83 


% identity 


80 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


222583 


Seq. ID 


LIB3165-034-P1-K1-G10 


Method 


BLASTX 


JNLbl CjI 


g o / 4 /ill 


BLAST score 


226 


E value 


1.0e-18 


Match length 


67 


% identity 


63 


NCBI Description 


(AF095641) MTN3 homolog [Arabidopsis thaliana] 


Seq. No. 


222584 


Seq. ID 


LIB3165-034-P1-K1-G12 


Method 


BLASTX 


NLB1 bl 


gz / y 1 4 z 3 


BLAST score 


197 


E value 


3.0e-15 


Match length 


64 


% identity 


56 


NCBI Description 


(AL021185) bcp [Mycobacterium tuberculosis] 


Seq. No. 


222585 


Seq. ID 


LIB3165-034-P1-K1-G3 


Method 


BLASTX 


INLdI bl 


go^z uzjy 


BLAST score 


349 


E value 


4 .Oe-33 


Match length 


70 


% identity 


96 


NCBI Description 


(AF059484) actin [Gossypium hirsutum] 


Seq. No. 


222586 


Seq. ID 


LIB3165-034-P1-K1-G4 


Method 


BLASTX 




gz y / yojj 


BLAST score 


184 


E value 


1.0e-13 


Match length 


82 


% identity 


44 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222587 


Seq. ID 


LIB3165-034-P1-K1-G7 



31513 



Method 


BLASTX 


NCBI GI 


g3928543 


DT 7\ Q T ooAra 
IDi_rrlo J. buUIc 


A 


E value 


1.0e-46 


Match length 


114 


% identity 


71 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


222588 


Seq. ID 


LIB3165-034-P1-K1-G8 


Method 


BLASTX 




J 1 Z/ -J >J -J 


BLAST score 


183 


E value 


1.0e-13 


Match length 


82 


% identity 


43 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222589 


Seq. ID 


LIB3165-034-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


128 


TT 1 tt ^ 1 n 
tii ValUc 




Match length 


67 


% identity 


63 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rice 




(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evol^ 




complex protein 1 [Oryza sativa] 


Seq. No. 


222590 


Seq. ID 


LIB3165-034-P1-K1-H1 


Method 


BLASTX 


\TpDT PT 


nA ^9 A 71 A 


BLAST score 


407 


E value 


4.0e-40 


Match length 


90 


% identity 


89 


NCBI Description 


(AF110771) ammonium transporter [Arabidopsis thaliana] 


Seq. No. 


222591 


Seq. ID 


LIB3165-034-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


408 


E value 


5.0e-40 


Match length 


81 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 222592 

Seq. ID LIB3165-034-P1-K1-H12 



31514 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST X 

gll81599 

356 

5.0e-34 

99 

71 

(D83007) 



subunit of photosystem I [Cucumis sativus] 



Seq. No-. 


222593 


Seq. ID 


LIB3165-034-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


286 


E value 


o . ue~z o 


Match length 


91 


% identity 


70 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


222594 


Seq. ID 


LIB3165-034-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


340 


E value 


6.0e-32 


Match length 


115 


% identity 


63 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222595 


Seq. ID 


LIB3165-034-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


594 


E value 


9.0e-62 


Match length 


124 


% identity 


90 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222596 


Seq. ID 


LIB3165-034-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


402 


E value 


2.0e-39 


Match length 


81 


% identity 


95 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222597 

Seq. ID LIB3165-034-P1-K2-A1 

Method BLASTX 

NCBI GI g2879867 



31515 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393 

3.0e-38 

105 

70 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222598 

LIB3165-034-P1-K2-A11 

BLASTX 

gl352821 

324 

2.0e-30 

63 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222599 


Seq. ID 


LIB3165-034-P1-K2-A3 


Method 


BLASTX 


NCBI GI 


gl706261 


BLAST score 


418 


E value 


2.0e-41 


Match length 


84 


% identity 


88 


NCBI Description 


CYSTEINE PROTEINASE 2 




cysteine proteinase 2 




>gi_6 444 9 0_dbj_BAA0 8 2 




mays] 


Seq. No. 


222600 


Seq. ID 


LIB3165-034-P1-K2-A4 


Method 


BLASTX 


NCBI GI 


g!168411 


BLAST score 


525 


E value 


1.0e-53 


Match length 


137 


% identity 


80 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


222601 


Seq. ID 


LIB3165-034-P1-K2-A6 


Method 


BLASTX 


NCBI GI 


g461501 


BLAST score 


347 


E value 


1.0e-60 


Match length 


131 


% identity 


90 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 



PRECURSOR >gi_2118129_pir S59598 

precursor - maize 



CHLOROPLAST PRECURSOR 



>gi_418803_pir S2904 8 f ructose-bisphosphate aldolase 

4.1.2.13) - garden pea (fragment) 



(EC 



Seq. No. 



222602 



31516 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K2- 

BLASTX 

gl354515 

177 

2.0e-13 

68 

60 

(U55837) 



■A7 



carbonic anhydrase [Populus tremula x Populus 



tremuloides] 
222603 

LIB3165-034-P1-K2-A8 

BLASTX 

gl00200 

594 

8.0e-62 

128 
67 

chlorophyll a/b-binding protein type I precursor 



222604 

LIB3165-034-P1-K2-A9 

BLASTX 

g3158474 

255 

5.0e-22 

68 

76 

(AF067184) aquaporin 



- tomato 



1 [Samanea saman] 



222605 

LIB3165-034-P1-K2-B1 

BLASTX 

gl21953 

172 

3.0e-12 

39 
87 

HISTONE 
>gi_207 
[Pisum 



HI >gi_81905__pir S00033 histone Hl.b - garden pea 

62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
sativum] 



Seq. No. 
Seq. ID 

Method 



222606 

LIB3165-034-P1-K2-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

222607 

LIB3165-034-P1-K2-B2 
BLASTX 



31517 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll68411 
141 

7.0e-09 

65 

54 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



222608 

LIB3165-034-P1-K2-B3 

BLASTX 

g3914940 

307 

3.0e-28 

111 

61 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1 , 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222609 

LIB31 65-034 -P1-K2-B5 

BLASTX 

gl29867 

360 

8.0e-37 

78 

88 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



222610 

LIB3165-034-P1-K2-B6 

BLASTX 

g228210 

572 

3.0e-59 

130 
81 

granule-bound starch synthase 



[Solanum tuberosum] 



222611 

LIB3165-034-P1-K2-B9 

BLASTX 

g3738316 

330 

8.0e-31 

88 
70 

(AC005170) unknown protein [Arabidopsis thaliana] 
222612 

LIB3165-034-P1-K2-C10 

BLASTX 

g2865623 

387 



31518 



# 



R va 1 up 

1—1 V Ui. uc> 


1.0e-37 


Match length 


92 


% identity 


82 


NCBI Description 


(AF045286) 




GDP-4-keto-6-deoxy-D-mannose-3, 5-epimer; 




[Arabidopsis thaliana] 


Seq. No. 


222613 


Seq. ID 


LIB3165-034-P1-K2-C11 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


270 


E value 


7.0e-24 


Match length 


87 


% identity 


66 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisi 


Seq. No. 


222614 


Seq. ID 


LIB3165-034-P1-K2-C12 


Method 


BLASTX 


NCBI GI 


gl363479 


DLiilO 1 DOUI C 


362 


E value 


1.0e-34 


Match length 


98 


% identity 


73 


NCBI Description 


photosystem I protein psaL - cucumber 




>gi_80174 0_dbj_BAA09047_ (D50456) PsaL 


Seq. No. 


222615 


Seq. ID 


LIB3165-034-P1-K2-C3 


Method 


BLASTX 


NCR! GI 


g3269292 


BLAST score 


291 


E value 


2.0e-26 


Match length 


76 


% identity 


67 


NCBI Description 


(AL030978) putative protein [Arabidopsi 


Seq. No. 


222616 


Seq. ID 


LIB3165-034-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


gl66867 


BLAST qmrp 


258 


E value 


1.0e-22 


Match length 


82 


% identity 


63 


NCBI Description 


(J05216) ribosomal protein Sll (probabl 




67) [Arabidopsis thaliana] 


Seq. No. 


222617 


Seq. ID 


LIB31 65-034 -P1-K2-C7 


Method 


BLASTX 


NCBI GI 


g498038 


BLAST score 


451 


E value 


5.0e-45 


Match length 


121 


% identity 


65 



31519 



NCBI Description (L33792) lipid transfer protein [Senecio odorus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222618 

LIB3165-034-P1-K2-C9 

BLASTX 

g!352821 

548 

2.0e-56 

115 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
{RUBISCO SMALL SUBUNIT) >gi 279581 pir RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222619 

LIB3165-034-P1-K2-D1 

BLASTX 

g4249385 

385 

3.0e-37 

116 
63 

(AC005966) T2K10.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222620 

LIB3165-034-P1-K2-D11 

BLASTX 

g!168411 

442 

4.0e-44 

109 
83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222621 

LIB3165-034-P1-K2-D12 

BLASTX 

gl352821 

682 

5.0e-72 

139 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222622 

LIB3165-034-P1-K2-D5 

BLASTX 

gl352821 

491 

9.0e-50 
96 



31520 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222623 

LIB3165-034-P1-K2-D7 

BLASTX 

g430947 

318 

1.0e-29 

83 
80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222624 

LIB3165-034-P1-K2-D9 

BLASTX 

gl352821 

709 

3.0e-75 

139 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54 0 91) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222625 

LIB3165-034-P1-K2-E1 

BLASTX 

g4490332 

162 

4.0e-ll 

67 

54 

(AL035656) putative protein [Arabidopsis thaliana] 
222626 

LIB3165-034-P1-K2-E10 

BLASTX 

g3335355 

268 

6.0e-24 

66 

21 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98 301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 



222627 



31521 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K2-E11 

BLASTX 

gll68411 

271 

5.0e-24 

76 
75 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222628 

LIB3165-034-P1-K2-E12 

BLASTX 

g228403 

522 

3.0e-53 

120 
85 

glycolate oxidase [Lens culinaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222629 

LIB31 65-034 -P1-K2-E2 

BLASTX 

g2407279 

451 

3.0e-45 

101 

84 

(AF017362) aldolase [Oryza sativa] 
222630 

LIB3165-034-P1-K2-E3 

BLASTX 

g3914002 

646 

8.0e-68 

137 
91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 



222631 

LIB3165-034-P1-K2-E5 

BLASTX 

g2129921 

178 

6.0e-13 

36 
94 

hypothetical protein 1 



(U12573) putative [Catharanthus roseus] 
222632 

LIB3165-034-P1-K2-E6 
BLASTX 
g2739046 
167 

1.0e-ll 



Madagascar periwinkle >gi_758 694 



31522 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
38 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222633 

LIB3165-034-P1-K2-E7 

BLASTX 

gl483563 

328 

9.0e-31 

97 
70 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
222634 

LIB3165-034-P1-K2-E8 

BLASTX 

g4033838 

345 

1.0e-32 

123 

59 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
222635 

LIB3165-034-P1-K2-E9 

BLASTX 

g2499525 

246 

5.0e-21 

122 

46 

INTESTINAL S 0 D I UM / D I C ARBOXY L AT E COTRANSPORTER 

(NA{+) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 

intestinal sodium/dicarboxylate cotransporter [Rattus 

norvegicus] 



Seq. No. 


222636 


Seq. ID 


LIB3165-034-P1-K2-F1 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


399 


E value 


7.0e-39 


Match length 


93 


% identity 


73 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


222637 


Seq. ID 


LIB3165-034-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


300 


E value 


2.0e-27 


Match length 


74 


% identity 


69 


NCBI Description 


(AF083333) cinnamyl-alcohol 



31523 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222638 

LIB3165-034-P1-K2-F12 

BLASTX 

g430947 

413 

1.0e-40 

103 
81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222639 

LIB3165-034-P1-K2-F2 

BLASTX 

g3121825 

365 

7.0e-35 

117 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

222640 

LIB3165-034-P1-K2-F3 

BLASTX 

gl352821 

543 

9.0e-56 

105 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222641 

LIB31 65-034 -P1-K2-F5 

BLASTX 

gl00616 

286 

1.0e-25 

64 
86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222642 

LIB3165-034-P1-K2-F6 

BLASTX 

g289920 

605 



31524 



E value 
Match length 
% identity 
NCBI Description 



5.0e-63 

124 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222643 

LIB3165-034-P1-K2-G1 

BLASTX 

g430947 

320 

9.0e~30 

83 
80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222644 

LIB3165-034-P1-K2-G10 

BLASTX 

gl619602 

242 

2.0e-20 

73 
58 

(Y08726) MtN3 [Medicago truncatula] 
222645 

LIB3165-034-P1-K2-G12 

BLASTX 

g2791423 

215 

3.0e-17 

73 
55 

(AL021185) bcp [Mycobacterium tuberculosis] 
222646 

LIB3165-034-P1-K2-G3 

BLASTX 

gll3217 

267 

1.0e-23 

50 
100 

ACT IN 1 >gi_100149_pir S07002 actin 1 - carrot 

222647 

LIB3165-034-P1-K2-G4 

BLASTX 

g2979553 

189 

3.0e-14 

87 

43 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



31525 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222648 

LIB3165-034-P1-K2-G7 

BLASTX 

g3928543 

376 

3.0e-36 

96 

70 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222649 

LIB3165-034-P1-K2-G8 

BLASTX 

g2979553 

194 

7.0e-15 

88 
42 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
222650 

LIB3165-034-P1-K2-H1 

BLASTX 

g43247l4 

372 

6.0e-36 

89 
83 

(AF110771) ammonium transporter [Arabidopsis thaliana] 
222651 

LIB3165-034-P1-K2-H11 

BLASTX 

gl352821 

529 

4 .Oe-54 

107 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



222652 

LIB3165-034-P1-K2-H12 

BLASTX 

gll81599 

397 

7.0e-39 

110 

72 

(D83007) subunit of photosystem I 
222653 

LIB3165-034-P1-K2-H2 



[Cucumis sativus] 



31526 



Method 


BLASTX 


NCBI GI 


g42 62zo0 


BLAST score 


434 


E value 


5.0e-43 


Match length 


124 


% identity 


75 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis 


Seq. No. 


222654 


Seq. ID 


LIB3165-034-P1-K2-H3 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


241 


E value 


5.0e-23 


Match length 


104 


% identity 


62 


NCBI Description 


(AF12 6870) rubisco activase [Vigna radiat 


Seq. No. 


222655 


Seq. ID 


LIB3165-034-P1-K2-H4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


405 


E value 


1.0e-39 


Match length 


89 


% identity 


84 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 


Seq. No. 


222656 


Seq. ID 


LIB3165-034-P1-K2-H6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


355 


E value 


5.0e-34 


Match length 


68 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222657 

LIB3165-034-P1-K2-H8 

BLASTX 

gl352821 

402 

2.0e-39 

81 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31527 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222658 

LIB3165-034-P1-K3-A1 

BLASTX 

gl350944 

391 

6.0e-38 

80 

96 

40S RIBOSOMAL PROTEIN S17 
222659 

LIB3165-034-P1-K3-A11 

BLASTX 

gl352821 

657 

4.0e-69 

122 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222660 

LIB3165-034-P1-K3-A3 

BLASTX 

gl706261 

438 

2.0e-43 

87 

90 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 



PRECURSOR >gi_2118129_pir_ 
precursor - maize 



S59598 



>gi_6444 90_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

222661 

LIB3165-034-P1-K3-A4 

BLASTX 

g68200 

607 

3.0e-63 

146 

84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222662 

LIB3165-034-P1-K3-A6 

BLASTX 

gl781348 

738 

1.0e-78 

151 

92 



31528 



NCBI Description 



(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222663 

LIB3165-034-P1-K3-A7 

BLASTX 

gl354515 

243 

1.0e-20 

122 
48 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222664 

LIB3165-034-P1-K3-A8 

BLASTX 

gl00200 

290 

9.0e-54 

175 

55 

chlorophyll a/b-binding protein type I precursor - tomato 
222665 

LIB3165-034-P1-K3-B1 

BLASTX 

gl21953 

181 

3.0e-13 

42 
86 

HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi_207 62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisum sativum] 

222666 

LIB3165-034-P1-K3-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 
90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

222667 

LIB3165-034-P1-K3-B11 

BLASTX 

gl076627 

514 

3.0e-52 

132 

77 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 



31529 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>giJ7 9047 9_emb_CAA58701_ (X83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 

222668 

LIB3165-034-P1-K3-B3 

BLASTX 

gll73345 

228 

5.0e-19 

82 
59 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 

>gi_107 64 03_pir S51838 sedoheptulose-1 , 7-biphosphatase - 

Arabidopsis thaliana >gi_786466_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222669 

LIB3165-034-P1-K3-B5 

BLASTX 

gl29867 

582 

3.0e-60 

110 
100 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 
>gi_2924273_emb_CAA77425_ (Z00044) 
subunit IV [Nicotiana tabacum] 



(17 KD POLYPEPTIDE) 
cytochrome b/ f complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 1 length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222670 

LIB3165-034-P1-K3-B6 

BLASTX 

g2833388 

637 

1.0e-66 

150 
79 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb__CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

222671 

LIB3165-034-P1-K3-B8 

BLASTX 

gl31167 

192 

6.0e-15 

87 
54 

PHOTOSYS'TEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292jpir S18348 photosystem I chain II precursor 

wood tobacco >gi__19748_emb_CAA42 623_ (X60008) PSI-D2 



31530 



[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222672 

LIB3165-034-P1-K3-C10 

BLASTX 

g2865623 

581 

4.0e-60 

132 
84 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222673 

LIB3165-034-P1-K3-C11 

BLASTX 

g20729 

443 

5.0e-44 

118 

76 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222674 

LIB3165-034-P1-K3-C12 

BLASTX 

gll81599 

454 

3.0e-45 

119 

75 

(D83007) subunit of photosystem I [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222675 

LIB3165-034-P1-K3-C3 

BLASTX 

g3269292 

289 

5.0e-26 

74 
69 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222676 

LIB3165-034-P1-K3-C5 

BLASTX 

gl33867 

584 

2.0e-60 

128 
87 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 



222677 



31531 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K3-C9 

BLASTX 

gl352821 

599 

3.0e-62 

118 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222678 


Seq. ID 


LIB3165-034-P1-K3-D1 


Method 


BLASTX 


NCBI GI 


g4249385 


BLAST score 


407 


E value 


9.0e-40 


Match length 


125 


% identity 


62 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 


Seq. No. 


222679 


Seq. ID 


LIB3165-034-P1-K3-D11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


577 


E value 


1.0e-59 


Match length 


141 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


222680 


Seq. ID 


LIB3165-034-P1-K3-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


746 


E value 


2.0e-79 


Match length 


147 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222681 

LIB3165-034-P1-K3-D2 

BLASTX 

g3193285 

356 

9.0e-34 

97 
67 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222682 

LIB3165-034-P1-K3-D4 

BLASTX 

g3121825 

378 

2.0e-36 

117 

72 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA 6391 0_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222683 

LIB3165-034-P1-K3-D5 

BLASTX 

gl352821 

667 

3.0e-70 

122 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505___emb_CAA3802 6_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222684 

LIB3165-034-P1-K3-D6 

BLASTX 

gll68408 

251 

2.0e-21 

56 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_21182 68__pir S58168 f ructose-bisphosphate aldolase 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222685 

LIB3165-034-P1-K3-D7 

BLASTX 

g430947 

486 

5.0e-49 

120 
81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222686 

LIB3165-034-P1-K3-D9 

BLASTX 

gl352821 

738 

1.0e-78 
139 



31533 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi__279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222687 

LIB3165-034-P1-K3-E1 

BLASTX 

g4490332 

198 

3.0e-15 

78 

55 

(AL035656) putative protein [Arabidopsis thaliana] 
222688 

LIB3165-O34-P1-K3-E10 

BLASTX 

gl800281 

680 

9.0e-72 

136 

22 

(U82086) polyubiquitin [Fragaria x ananassa] 
222689 

LIB3165-034-P1-K3-E11 

BLASTX 

g68200 

421 

2.0e-41 

108 
80 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222690 

LIB3165-034-P1-K3-E12 

BLASTX 

g228403 

618 

2.0e-64 

135 

88 

glycolate oxidase [Lens culinaris] 
222691 

LIB3165-034-P1-K3-E2 

BLASTX 

gl781348 

545 

5.0e-56 
119 

87 



31534 



NCBI Description 



(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 


222692 


Seq. ID 


LIB3165-034-P1-KJ-E3 


Method 


BLASTX 


NCBI GI 


g3914002 


BLAST score 


695 


E value 


2.0e-73 


Match length 


147 


% identity 


91 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293 




(AF033862) Lon protease [Arabidopsis thaliana] 


Seq. No. 


222693 


Seq. ID 


LIB31 65-034 -PI -K3-E5 


Method 


BLASTX 


NCBI GI 


g2129921 


BLAST score 


191 


E value 


2.0e-14 


Match length 


36 


% identity 


100 


NCBI Description 


hypothetical protein 1 - Madagascar periwinkle >gi 758 




(U12573) putative [Catharanthus roseus] 


Seq. No. 


222694 


Seq. ID 


LIB3 165-0 34 -P1-K3-E6 


Method 


BLASTX 


NCBI GI 


g2739046 


BLAST score 


195 


E value 


7.0e-15 


Match length 


102 


% identity 


38 


NCBI Description 


(AF024 652) polyphosphoinositide binding protein Ssh2p 




[Glycine max] 


Seq. No. 


222695 


Seq. ID 


LIB3165-K)34-P1-K3-E7 


Method 


BLASTX 


NCBI GI 


gl483563 


BLAST score 


563 


E value 


5.0e-58 


Match length 


146 


% identity 


77 


NCBI Description 


(X99825) leucine aminopeptidase [ Petroselinum crispum] 


Seq. No. 


222696 


Seq. ID 


LIB3165-034-P1-K3-E8 


Method 


BLASTX 


NCBI GI 


g4033838 


BLAST score 


386 


E value 


3.0e-37 


Match length 


134 


% identity 


60 


NCBI Description 


(Y18550) sigma-like factor [Arabidopsis thaliana] 


Seq. No. 


222697 



31535 



II 



Seq. ID 


LIB3165-034-P1-K3-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


BLAST score 


287 


E value 


1.0e-25 


Match, length 




% identity 


44 


NCBI Description 


INTESTINAL SODIUM/DI CARBOX YLAT E COTRANSPORTER 


(NA{+) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153 




intestinal sodium/dicarboxylate cotransporter [Rattus 




norvegicus ] 


Seq. No. 


222698 


Seq. ID 


LIB3165-034-P1-K3-F1 


Method 


BLASTX 


NCBI GI 


g4 4 


BLAST score 


358 


E value 


5.0e-34 


Match length 


88 


% identity 


70 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


222699 


Seq. ID 


LIB3165-034-P1-K3-F10 


Method 


BLASTX 


NCBI GI 


gooUo4(Jl 


BLAST score 


141 


E value 


4.0e-17 


Match length 


66 


% identity 


61 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sat 


Seq. No. 


222700 


Seq. ID 


LIB3165-034-P1-K3-F12 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


A C O 

4 Do 


E value 


9.0e-46 


Match length 


114 


% identity 


81 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


222701 


Seq. ID 


LIB3165-034-P1-K3-F2 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


360 


E value 


3 . Oe-34 


Match length 


114 


% identity 


71 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 




ANTIOXIDANT PROTEIN) >gi_14 98 24 7_emb_CAA63910_ (X94219) 




basl protein [Spinacia oleracea] 


Seq. No. 


222702 


Seq. ID 


LIB3165-034-P1-K3-F3 



31536 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

655 

8.0e-69 

122 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581 jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222703 

LIB3165-034-P1-K3-F5 

BLASTX 

gl00616 

270 

1.0e-23 

60 
87 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 - (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222704 

LIB3165-034-P1-K3-F6 

BLASTX 

g289920 

540 

5.0e-69 

139 
90 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222705 

LIB3165-034-P1-K3-F7 

BLASTX 

g289920 

718 

3.0e-76 

138 
96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222706 

LIB3165-034-P1-K3-G1 

BLASTX 

g430947 

455 

2.0e-45 

113 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 



31537 




[Arabidopsis thaliana] 



Seq. No. 


222707 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


257 


E value 


3.0e-22 


Match length 


78 


% identity 


56 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


222708 


beq. ID 


T TDQ1 HQ/I D1 T^"2 r* *1 O 


Method 


BLASTX 


NCBI GI 


g2791423 


BLAST score 


227 


E value 


1.0e-18 


Match length 


81 


% identity 


53 


NCBI Description 


(AL021185) bcp [Mycobacterium tuberculosis] 


Seq. No. 


222709 


Seq. ID 


LIB3165-034-P1-K3-G3 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


554 


E value 


5.0e-57 


Match length 


103 


% identity 


99 


NCBI Description 


ACTIN 2/7 >gi 2129525 pir S71210 actin 2 - 



thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 


222710 


Seq. ID 


LIB3165-034-P1-K3-G4 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


201 


E value 


1.0e-15 


Match length 


90 


% identity 


43 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222711 


Seq. ID 


LIB3165-034-P1-K3-G7 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


573 


E value 


3.0e-59 


Match length 


136 


% identity 


73 


NCBI Description 


(AB016819) UDP-glucose glucosyltransferase [Arabidopsis 




thaliana] 




31538 



Seq. No. 222712 

Seq. ID LIB3165-034-P1-K3-G8 

Method BLASTX 

NCBI GI g2979553 

BLAST score 223 

E value 3.0e-18 

Match length 110 

% identity 41 

NCBI Description (AC003680) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 222713 

Seq. ID LIB3165-034-P1-K3-G9 

Method BLASTX 

NCBI GI gl31384 

BLAST score 224 

E value 1.0e-18 

Match length 68 

% identity 69 



NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosysteni II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408__ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_34 4 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 
[Pisum sativum] >gi 226937 prf 1611461A 02 evolving 
complex 33kD protein [Arachis hypogaea] 



Seq. No. 


222714 


Seq. ID 


LIB3165-034-P1-K3-H1 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


437 


E value 


2.0e-43 


Match length 


96 


% identity 


89 


NCBI Description 


(AF110771) ammonium transporter [Arabidopsis thaliana] 


Seq. No. 


222715 


Seq. ID 


LIB3165-034-P1-K3-H11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


569 


E value 


9.0e-59 


Match length 


109 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222716 

Seq. ID LIB3165-034-P1-K3-H2 

Method BLASTX 

NCBI GI g4262250 

BLAST score 4 45 



31539 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-44 

126 
75 

(AC006200) putative aldolase [Arabidopsis thaliana] 
222717 

LIB3165-034-P1-K3-H3 

BLASTX 

g3914605 

392 

5.0e-38 

130 

62 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222718 

LIB3165-034-P1-K3-H4 

BLASTX 

g289920 

184 

2.0e-21 

73 
66 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222719 

LIB3165-034-P1-K3-H6 

BLASTX 

gl352821 

670 

1.0e-70 

130 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222720 

LIB3166-034-P1-K3-H8 

BLASTX 

gl352821 

403 

3.0e-39 

118 

78 

RIBULOSE BISPHOSPHATE' CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 



31540 



II 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222721 

LIB3165-034-P1-K4-A1 

BLASTX 

gl33825 

400 

5.0e-39 

108 
71 

40S RIBOSOMAL PROTEIN S17 >gi_71199_pir R4HU17 ribosomal 

protein S17 - human >gi_337501 (M13932) ribosomal protein 
S17 [Homo sapiens] >gi_337503 (M18000) S17 ribosomal 
protein [Homo sapiens] >gi_4 506693_ref_NP_001012 . l_pRPS17_ 
ribosomal protein S17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222722 

LIB3165-034-P1-K4-A11 

BLASTX 

gl352821 

503 

4 .0e-51 

97 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222723 

LIB31 65-034 -P1-K4-A3 

BLASTX 

g67656 

191 

5.0e-16 

52 
70 

aleurain (EC 3.4.22.-) precursor - barley 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222724 

LIB3165-034-P1-K4-A4 

BLASTX 

g68200 

510 

5.0e-52 

124 
84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293__ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222725 

LIB3165-034-P1-K4-A6 

BLASTX 

gl69039 

617 



31541 



E value 


2.0e-64 


Match length 


126 


% identity 


92 


NCBI Description 


(M97477) aldolase [Pisum sativum] 


Seq. No. 


222726 


Seq. ID 


LIB3165-034-P1-K4-A7 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


255 


E value 


5.0e-22 


Match length 


125 


% identity 


49 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Po] 




tremuloides] 


Seq. No. 


222727 


Seq. ID 


LIB3165-034-P1-K4-A8 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


603 


E value 


7.0e-63 


Match length 


127 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding protein type I precursor 


Seq. No. 


222728 


Seq. ID 


LIB3165-034-P1-K4-A9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


183 


E value 


1.0e-13 


Match length 


53 


% identity 


70 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


222729 


Seq. ID 


LIB3165-034-P1-K4-B1 


Method 


BLASTX 


NCBI GI 


gl6314 


BLAST score 


147 


E value 


2.0e-09 


Match length 


32 


% identity 


94 


NCBI Description 


(X62456) histone Hl-1 [Arabidopsis thaliana] 


Seq. No. 


222730 


Seq. ID 


LIB3165-034-P1-K4-B10 


Method 


BLASTX 


NCBI GI 


g81857 


BLAST score 


215 


E value 


2.0e-17 


Match length 


42 


% identity 


90 


NCBI Description 


IgE-dependent histamine-releasing factor homolog 




(fragment) >gi_19658_emb_CAA4534 9_ (X63872) trans 




controlled tumor protein [Medicago sativa] 



tomato 



alfalfa 



31542 



II 



Seq. No. 


222731 


Seq. ID 


LIB3165-034-P1-K4-B11 


Ma+- Vl Al-j 

L V J t; L. 1 1 \J. 


RT.A^TY 

D J-irlo J. 2\ 


NCBI GI 


g2653446 


BLAST score 


380 


E value 


1.0e-36 


Match length 


97 


% identity 


74 


NCBI Description 


(AB009077) proton pyre 


Seq. No. 


222732 


Seq. ID 


LIB3165-034-P1-K4-B2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


248 


E value 


3.0e-21 


Match length 


88 


% identity 


64 


NCBI Description 


f ructose-bisphosphate 




chloroplast - spinach 




f ructose-bisphosphate 



(X66814) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222733 

LIB3165-034-P1-K4-B3 

BLASTX 

g3914940 

335 

2.0e-31 

116 

63 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) ( SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 

222734 

LIB3165-034-P1-K4-B5 

BLASTX 

g82437 

477 

4.0e-48 

88 

100 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 17K 
protein short form - barley chloroplast (fragment) 
>gi_1617032_emb_CAA32269_ (X14107) petD [Hordeum vulgare] 

222735 

LIB3165-034-P1-K4-B6 

BLASTX 

g228210 

563 

4.0e-58 

126 
81 

granule-bound starch synthase [Solanum tuberosum] 



31543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222736 

LIB3165-034-P1-K4-B8 

BLASTX 

gl31167 

374 

5.0e-36 

124 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi__100292_pir S18348 photosystem I chain II precursor 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 





Seq. No. 


222737 




Seq. ID 


LIB3165-034-P1-K4-B9 




Method 


BLASTX 




NCBI GI 


g3738316 




BLAST score 


319 




E value 


1.0e-29 


y * 


Match length 


82 




% identity 


73 


_c 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


r? 


Seq. No. 


222738 




Seq. ID 


LIB3165-034-P1-K4-C10 


y 5 


Method 


BLASTX 




NCBI GI 


g2865623 




BLAST score 


461 


J=S. 


E value 


3.0e-46 


■=s~ 


Match length 


106 




% identity 


84 


c 


NCBI Description 


(AF045286) 






GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 






[Arabidopsis thaliana] 




Seq. No. 


222739 




Seq. ID 


LIB3165-034-P1-K4-C11 




Method 


BLASTX 




NCBI GI 


g20729 




BLAST score 


323 




E value 


5.0e-30 




Match length 


94 




% identity 


70 




NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 




Seq. No. 


222740 




Seq. ID 


LIB3165-034-P1-K4-C12 




Method 


BLASTX 




NCBI GI 


gll81599 




BLAST score 


374 




E value 


5.0e-36 




- Match length 


103 




% identity 


72 




NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 



31544 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222741 

LIB3165-034-P1-K4-C3 

BLASTX 

g3269292 

289 

5.0e-26 

74 

69 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222742 

LIB3165-034-P1-K4-C5 

BLASTX 

gl33867 

451 

5.0e-45 

104 

84 

40S RIBOSOMAL PROTEIN Sll >gi__82722_pir S16577 ribosomal 

protein Sll - maize >gi_2247 0_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 


222743 


Seq. ID 


LIB3165-034-P1-K4-C7 


Method 


BLASTX 


NCBI GI 


g498038 


BLAST score 


454 


E value 


2.0e-45 


Match length 


121 


% identity 


65 


NCBI Description 


(L33792) lipid transfer protein [Senecio odorus] 


Seq. No. 


222744 


Seq. ID 


LIB3165-034-P1-K4-C9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


495 


E value 


3.0e-50 


Match length 


96 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222745 

LIB3165-034-P1-K4-D1 

BLASTX 

g4249385 

367 

3.0e-35 

102 

69 

(AC005966) T2K10.11 



[Arabidopsis thaliana] 



Seq. No. 



222746 



31545 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K4-D10 

BLASTX 

gl781348 

139 

5.0e-09 

35 

77 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222747 

LIB3165-034-P1-K4-D11 

BLASTX 

g68200 

476 

5.0e-48 

117 
84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222748 

LIB3165-034-P1-K4-D12 

BLASTX 

gl352821 

640 

3.0e-67 

125 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222749 


Seq. ID 


LIB3165-034-P1-K4-D2 


Method 


BLASTX 


NCBI GI 


g3193285 


BLAST score 


266 


E value 


3.0e-23 


Match length 


74 


% identity 


65 


NCBI Description 


(AF069298) T14P8.18 


Seq. No. 


222750 


Seq. ID 


LIB3165-034-P1-K4-D4 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


262 


E value 


7.0e-23 


Match length 


94 


% identity 


66 


NCBI Description 


2-CYS PEROXIREDOXIN 



1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 982 4 7_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



31546 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222751 

LIB3165-034-P1-K4-D5 

BLASTX 

gl352821 

523 

2.0e-53 

99 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222752 

LIB3165-034-P1-K4-D6 

BLASTX 

gll68408 

145 

4.0e-09 

31 

94 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

222753 

LIB3165-034-P1-K4-D7 

BLASTX 

g430947 

411 

2.0e-40 

101 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222754 

LIB3165-034-P1-K4-D9 

BLASTX 

gl352821 

674 

3.0e-71 

126 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222755 

LIB3165-034-P1-K4-E10 

BLASTX 

gl00490 



31547 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



573 

2.0e-59 

115 

28 

polyubiquitin - garden snapdragon (fragment) 
>giJ.6071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222756 

LIB3165-034-P1-K4-E11 

BLASTX 

g68200 

318 

2.0e-29 

86 

78 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633__emb_CAA4 72 93_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

222757 

LIB3165-034-P1-K4-E12 

BLASTX 

g228403 

498 

1.0e-50 

112 

86 

glycolate oxidase [Lens culinaris] 
222758 

LIB3165-034-P1-K4-E2 

BLASTX 

g!781348 

564 

3.0e-58 

119 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222759 

LIB3165-034-P1-K4-E3 

BLASTX 

g3914002 

594 

8.0e-62 

123 

92 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2 93527 9 
(AF033862) Lon protease [Arabidopsis thaliana] 

222760 

LIB31 65-034 -P1-K4-E6 

BLASTX 

g2739046 

150 



31548 



E value 


9.0e-10 


Match length 


82 


% identity 


38 


NCBI Description 


(AF024652) polyphosphoinositide 




[Glycine max] 


Seq. No. 


222761 


Seq. ID 


LIB3165-034-P1-K4-E7 


Method 


B LASIX 




rrl A ^ R £ "3 


BLAST score 


406 


E value 


1.0e-41 


Match length 


116 


% identity 


78 


NCBI Description 


(X99825) leucine aminopeptidase 


Seq. No. 


222762 


Seq. ID 


LIB3165-034-P1-K4-E8 


Method 


BLASTX 




g4 U J oo jo 


BLAST score 


337 


E value 


1.0e-31 


Match length 


111 


% identity 


63 


NCBI Description 


(Y18550) sigma-like factor [Arab 


Seq. No. 


222763 


Seq. ID 


LIB3165-034-P1-K4-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


BLAST score 


246 


E value 


5.0e-21 


Match length 


122 


% identity 


46 


NCBI Description 


INTESTINAL SODIUM/DICARBOXYLATE ( 



(NA( + ) /DICARBOXYLATE COTRANS PORTER) >gi_1663535 (U51153) 
intestinal sodium/dicarboxylate cotransporter [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222764 

LIB3165-034-P1-K4-F1 

BLASTX 

g4455225 

346 

1.0e-32 

83 
73 

(AL035440) putative protein [Arabidopsis thaliana] 
222765 

LIB3165-034-P1-K4-F10 

BLASTX 

g3603401 

300 

2.0e-27 

74 

69 



31549 



NCBI Description (AF083333) cinnamyl -alcohol dehydrogenase [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222766 

LIB3165-034-P1-K4-F12 

BLASTX 

g430947 

401 

4.0e-39 

99 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222767 

LIB3165-034-P1-K4-F2 

BLASTX 

g3121825 

306 

5.0e-28 

101 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222768 

LIB3165-034-P1-K4-F3 

BLASTX 

gl352821 

557 

2.0e-57 

111 

98 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222769 

LIB3165-034-P1-K4-F5 

BLASTX 

gl00616 

222 

4.0e-18 

50 

88 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1 , 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222770 

LIB3165-034-P1-K4-F6 

BLASTX 

g289920 



31550 



BLAST score 


err 

566 


E value 


2.0e-58 


Match length 


115 


% identity 


92 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gos 




hirsutum] 


Seq. No. 


222771 


Seq. ID 


LIB3165-034-P1-K4-F7 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


619 


E value 


9.0e-65 


Match length 


115 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gos 




hirsutum] 


Seq. No. 


222772 


Seq, ID 


LIB3165-034-P1-K4-G1 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


403 


E value 


2.0e-39 


Match length 


99 


% identity 


81 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding 

* ' -J. J- L -I ' -J 




[Arabidopsis thaliana] 


Seq. No. 


222773 


Seq. ID 


LIB3165-034-P1-K4-G10 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


207 


E value 


2.0e-16 


Match length 


60 


% identity 


62 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


222774 


Seq. ID 


LIB3165-034-P1-K4-G12 


Method 


BLASTX 


NCBI GI 


g2791423 


BLAST score 


189 


E value 


2.0e-14 


Match length 


60 


% identity 


57 


NCBI Description 


(AL021185) bep [Mycobacterium tuberculosis] 


Seq. No. 


222775 


Seq. ID 


LIB3165-034-P1-K4-G3 


Method 


BLASTX 


NCBI GI 


g4139264 


BLAST score 


432 


E value 


8.0e-43 


Match length 


81 


% identity 


100 



31551 



NCBI Description 


(AF111812) actin [Brassica napus] 




Seq. No. 


222776 




Seq. ID 


LIB3165-034-P1-K4-G4 




Method 


BLASTX 




NCBI CjI 


gz y / yoj o 




BLAST score 


173 




E value 


2.0e-12 




Match length 


76 




% identity 


45 


thaliana] 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis 


Seq. No. 


222777 




Seq. ID 


LIB3165-034-P1-K4-G7 




Method 


BLASTX 




NCBI GI 


g3928543 




BLAST score 


459 




E value 


6.0e-46 




Match length 


114 




% identity 


71 




NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




fha 1 i arifl] 

L.I1C1J — LC111CL J 




Seq. No. 


222778 




Seq. ID 


LIB3165-034-P1-K4-G8 




Method 


BLASTX 




NCBI GI 


g2979553 




BLAST score 


186 




E value 


6.0e-14 




Match length 


82 




% identity 


44 




NCBI Description 


(AC003680) hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


222779 




Seq. ID 


LIB3165-034-P1-K4-H1 




Method 


BLASTX 




NCBI GI 


g4324714 




BLAST score 


499 




E value 


1.0e-50 




Match length 


117 




% identity 


84 




NCBI Description 


(AF110771) ammonium transporter [Arabidopsis 


thaliana] 


Seq. No. 


222780 




Seq. ID 


LIB3165-034-P1-K4-H11 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


468 




E value 


5.0e-47 




Match length 


91 





% identity 99 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31552 



o 



Seq. No. 


222781 


Seq. ID 


LIB3165-034-P1-K4-H12 


Method 


BLASTX 


NCdI CjX 


~1 1 Q1 QQQ 

giioioy y 


BLAST score 


490 


E value 


1.0e-49 


Match length 


126 


% identity 


76 


NCBI Description 


(D83007) subunit of photosystem I 


Seq. No. 


222782 


Seq. ID 


LIB3165-034-P1-K4-H2 


Method 


BLASTX 


NCBI bl 


g^ZOZZDU 


BLAST score 


381 


E value 


8.0e-37 


Match length 


111 


% identity 


74 


NCBI Description 


(AC006200) putative aldolase [Arab 


Seq. No. 


222783 


Seq. ID 


LIB3165-034-P1-K4-H3 


Method 


BLASTX 


NCBI GI 


g44065ou 


BLAST score 


310 


E value 


2.0e-28 


Match length 


108 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna 


Seq. No. 


222784 


Seq. ID 


LIB3165-034-P1-K4-H6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


500 


E value 


9.0e-51 


Match length 


95 


% identity 


inn 
1 u u 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 




(RUBISCO SMALL SUBUNIT) >gi_279581 




ribulose-bisphosphate carboxylase 




precursor - upland cotton >gi 4505 




ribulose bisphosphate carboxylase 


Seq. No. 


222785 


Seq. ID 


LIB3165-034-P1-K4-H8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


402 


E value 


3.0e-39 


Match length 


96 


% identity 


84 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



[Cucumis sativus] 



pir_ 
(EC 4 



_RKCNSU 
.1.1.39) 



small chain 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222786 

LIB31 65-034 -P1-K5-A1 

BLASTX 

gl350944 

329 

5.0e-31 

69 

93 

4 OS RIBOSOMAL PROTEIN S17 
222787 

LIB3165-034-P1-K5-A11 

BLASTX 

g!352821 

522 

2.0e-53 

100 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222788 

LIB3165-034-P1-K5-A4 

BLASTX 

gll68411 

504 

3.0e-51 

122 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222789 

LIB3165-034-P1-K5-A6 

BLASTX 

gl69039 

614 

4.0e-64 

130 
90 

(M97477) aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222790 

LIB3165-034-P1-K5-A7 

BLASTX 

gl354515 

238 

4.0e-20 

122 

48 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 



222791 



31554 



Seq. ID 


LIB3165-034-P1-K5-A8 


Method 


BLASTX 


KfPRT (IT 




BLAST score 


474 


E value 


5.0e-48 


Match length 


91 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding protein type I 


Seq. No. 


222792 


Seq. ID 


LIB3165-034-P1-K5-A9 


Method 


BLASTX 


TJPDT (IT 




BLAST score 


192 


E value 


1.0e-14 


Match length 


58 


% identity 


67 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


222793 


Seq. ID 


LIB3165-034-P1-K5-B10 


Method 


BLASTX 


NCBI GI 


g81857 


BLAST score 


211 


TT T7 o 1 no 


O • U c J. / 


Match length 


42 


% identity 


88 


NCBI Description 


IgE-dependent histamine-releasing facto 




(fragment) >gi_19658_emb_CAA4534 9_ (X63 




controlled tumor protein [Medicago sati 


Seq. No. 


222794 


Seq. ID 


LIB3165-034-P1-K5-B11 


Method 


BLASTX 


NCBI GI 


g2827755 


BLAST score 


370 


E value 


2.0e-35 


Match length 


97 


% identity 


73 



precursor - tomato 



aolog - alfalfa 
trans lationally 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 

222795 

LIB3165-034-P1-K5-B2 

BLASTX 

g68200 

198 

2.0e-15 

75 

59 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi__22633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

222796 

LIB3165-034-P1-K5-B3 



31555 



ft 



Method 


BLASTX 


NCBI GI 


g3914940 


BLAST score 


335 


E value 


2.0e-31 


Match length 


116 


% identity 


63 


NCBI Description 


SED0HEPTUL0SE-1,7-BISPH0SPHATASE CHLOROPLAST PRECURSOR 


(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED {1, 7 ) P2ASE) 




>gi 2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 




[Spinacia oleracea] 


Seq. No. 


222797 


Seq. ID 


LIB3165-034-P1-K5-B5 


Method 


BLASTX 


NCBI GI 


g82437 


BLAST score 


482 


E value 


1 . Oe-48 


Match length 


89 


% identity 


100 


NCBI Description 


plastoquinol — plastocyanin reductase (EC 1.10.99.1) 17K 




protein short form - barley chloroplast (fragment) 




>gi__1617032_emb_CAA32269_ (X14107) petD [Hordeum vulgare 


Seq. No. 


222798 


Seq. ID 


LIB3165-034-P1-K5-B6 


Method 


BLASTX 


NCBI GI 


g228210 


BLAST score 


572 


E value 


3.0e-59 


Match length 


130 


% identity 


81 


NCBI Description 


granule-bound starch synthase [Solanum tuberosum] 


Seq. No. 


222799 


Seq. ID 


LIB31 65-034 -P1-K5-B8 


Method 


BLASTX 


NCBI GI 


gl31167 


BLAST score 


224 


E value 


2.0e-18 


Match length 


112 


% identity 


52 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 


(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 




>gi 100292 pir S18348 photosystem I chain II precursor 




wood tobacco >gi_1974 8_emb_CAA42623_ (X60008) PSI-D2 




[Nicotiana sylvestris] 


Seq. No. 


222800 


Seq. ID 


LIB3165-034-P1-K5-B9 


Method 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


141 


E value 


5.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 



31556 



Seq. No.* 


222801 


Seq. ID 


LIB3165-034-P1-K5-C10 


Method 


BLASTX 


NCBI GI 


g2865623 


BLAST score 


385 


E value 


z . ue _ o / 


Match length 


90 


% identity 


82 


NCBI Description 


(AF045286) 




GDP-4-keto-6-deoxy-D-mannose 




[Arabidopsis thaliana] 


Seq. No. 


222802 


Seq. ID 


LIB3165-034-P1-K5-C11 


Method 


BLASTX 




gz u / zy 


BLAST score 


332 


E value 


4.0e-31 


Match length 


99 


% identity 


70 


NCBI Description 


(X15190) precursor {AA -68 t 


Seq. No. 


222803 


Seq. ID 


LIB3165-034-P1-K5-C12 


Method 


BLASTX 


NCBI GI 


gl363479 


BLAST score 


Job 


E value 


5.0e-35 


Match length 


99 


% identity 


74 


NCBI Description 


photosystem I protein psaL - 




>gi 801740 dbj BAA09047 (D5 


Seq. No. 


222804 


Seq. ID 


LIB3165-034-P1-K5-C3 


Method 


BLASTX 


J>jUe>± \jL 


g d yz yz 


BLAST score 


271 


E value 


6.0e-24 


Match length 


72 


% identity 


68 


NCBI Description 


(AL030978) putative protein 


Seq. No. 


222805 


Seq. ID 


LIB3165-034-P1-K5-C5 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


469 


E value 


4 ,0e-47 


Match length 


107 


% identity 


84 



NCBI Description 



40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_2247 0_embj3AA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 



222806 

LIB3165-034-P1-K5-C7 



31557 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g498038 

356 

4.0e-34 

96 
64 

(L33792) 



lipid transfer protein [Senecio odorus] 



222807 

LIB3165-034-P1-K5-C9 

BLASTX 

gl352821 

339 

5.0e-32 

94 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Sea No 


222808 


Seq. ID 


LIB3165-034-P1-K5-D1 


Method 


BLASTX 


NCBI GI 


a 424 9385 


BLAST score 


360 


E va 1 tip 


2 0e-34 


Match length 


104 


% identity 


65 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis 


Seq. No. 


222809 


Seq. ID 


LIB3165-034-P1-K5-D10 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


141 


E value 


3.0e-09 


Match length 


35 


% identity 


83 


NCBI Description 


(Y10380) homologous to plastidic 




tuberosum] 


Seq. No. 


222810 


Seq. ID 


LIB3165-034-P1-K5-D11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


502 


E value 


5.0e-51 


Match length 


124 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, C 


Seq. No. 


222811 


Seq. ID 


LIB3165-034-P1-K5-D12 


Method 


BLASTX 


NCBI GI 


gl352821 



31558 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



674 

4.0e-71 

130 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222812 


Seq. ID 


LIB3165-034-P1-K5-D2 


Method 


BLASTX 


NCBI GI 


g3193285 


BLAST score 


270 


E value 


o . ue-z 4 


Match length 


76 


% identity 


64 


NCBI Description 


(AF069298) T14P8.18 


Seq. No. 


222813 


Seq. ID 


LIB3165-034-P1-K5-D4 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


311 


E value 


1.0e-28 


Match length 


121 


% identity 


64 


NCBI Description 


2-CYS PEROXIREDOXIN 




ANTIOXIDANT PROTEIN) 




basl protein [Spinac 


Seq. No. 


222814 


Seq. ID 


LIB3165-034-P1-K5-D5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


605 


E value 


5.0e-63 


Match length 


118 


% identity 


99 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222815 

LIB3165-034-P1-K5-D6 

BLASTX 

gll68408 

175 

1.0e-12 

38 
92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 fructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507 emb CAA61946 (X89828) 



31559 



f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222816 

LIB3165-034-P1-K5-D7 

BLASTX 

g430947 

423 

9.0e-42 

103 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222817 

LIB3165-034-P1-K5-D9 

BLASTX 

gl352821 

688 

8.0e-73 

128 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222818 


Seq. ID 


LIB3165-034-P1-K5-E10 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


538 


E value 


3.0e-55 


Match length 


109 


% identity 


30 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense 


Seq. No. 


222819 


Seq. ID 


LIB3165-034-P1-K5-E11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


332 


E value 


4.0e-31 


Match length 


89 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST 


Seq. No. 


222820 


Seq. ID 


LIB3165-034-P1-K5-E12 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


512 


E value 


4.0e-52 


Match length 


115 


% identity 


86 


NCBI Description 


glycolate oxidase [Lens culinaris] 



31560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222821 

LIB3165-034-P1-K5-E2 

BLASTX 

gl781348 

544 

6.0e-56 

119 

87 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222822 

LIB3165-034-P1-K5-E3 

BLASTX 

g3914002 

571 

4.0e-59 

120 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi__2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 

222823 

LIB3165-034-P1-K5-E5 

BLASTX 

g2129921 

184 

1.0e-13 

36 

97 

hypothetical protein 1 - Madagascar periwinkle >gi_758 694 
(U12573) putative [Catharanthus roseus] 

222824 

LIB3165-034-P1-K5-E6 
-BLASTX 
g2739046 
162 

4.0e-ll 

89 
37 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222825 

LIB3165-034-P1-K5-E7 

BLASTX 

g231536 

383 

1.0e-37 

115 

73 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE ) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394__emb__CAA45040_ (X63444) leucine aminopeptidase 



31561 



II 



[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222826 

LIB3165-034-P1-K5-E8 

BLASTX 

g4033838 

325 

3.0e-30 

117 

60 

(Y18550) sigma-like factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222827 

LIB3165-034-P1-K5-E9 

BLASTX 

g2499525 

242 

2.0e-20 

122 
47 

INTESTINAL SODIUM/ DICARBOXYLATE COTRANSPORTER 

(NA( + ) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 

intestinal sodium/dicarboxylate cotransporter [Rattus 

norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222828 

LIB31 65-034 -P1-K5-F1 

BLASTX 

g4455225 

350 

3.0e-33 

84 

74 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 


222829 


Seq. ID 


LIB3165-034-P1-K5-F10 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


300 


E value 


2.0e-27 


Match length 


74 


% identity 


69 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa 


Seq. No. 


222830 


Seq. ID 


LIB3165-034-P1-K5-F12 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


196 


E value 


3.0e-30 


Match length 


101 


% identity 


75 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 



[Arabidopsis thaliana] 



31562 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222831 

LIB3165-034-P1-K5-F2 

BLASTX 

g3121825 

282 

3.0e-25 

116 

63 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222832 

LIB3165-034-P1-K5-F3 

BLASTX 

gl352821 

532 

2.0e-54 

107 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222833 

LIB3165-034-P1-K5-F5 

BLASTX 

gl00616 

243 

1.0e-20 

55 
85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222834 

LIB3165-034-P1-K5-F6 

BLASTX 

g289920 

600 

2.0e-62 

122 

93 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222835 

LIB3165-034-P1-K5-G1 

BLASTX 

g430947 

423 

1.0e-41 



31563 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222836 

LIB3165-034-P1-K5-G10 

BLASTX 

gl619602 

217 

1.0e-17 

63 

62 

(Y08726) MtN3 [Medicago truncatula] 
222837 

LIB3165-034-P1-K5-G12 

BLASTX 

g2791423 

200 

1.0e-15 

67 
55 

(AL021185) bcp [Mycobacterium tuberculosis] 
222838 

LIB3165-034-P1-K5-G3 

BLASTX 

g4139264 

449 

9.0e-45 

84 
100 

(AF111812) actin [Brassica napus] 
222839 

LIB3165-034-P1-K5-G4 

BLASTX 

g2979553 

171 

3.0e-12 

75 
45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
222840 

LIB3165-034-P1-K5-G7 

BLASTX 

g3928543 

426 

4.0e-42 

110 
68 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 



222841 



31564 



# 



Seq. ID 


LIB3165-034-P1-K5-G8 


Method. 


BLASTX 




gz y / yooo 


BLAST score 


191 


E value 


1.0e-14 


Match length 


98 


% identity 


40 


NCBI Description 


(AC003680) hypothetical ] 


Seq. No. 


222842 


Seq. ID 


LIB3165-034-P1-K5-G9 


Method 


BLASTX 


NCBI GI 


gl31384 


BLAST score 


115 


E value 


l.Oe-08 


Match length 


58 


% identity 


69 


NCBI Description 


OXYGEN-EVOLVING ENHANCER 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_8 1 934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 


222843 


Seq. ID 


LIB3165-034-P1-K5-H1 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


435 


E value 


2.0e-43 


Match length 


92 


% identity 


91 


NCBI Description 


(AF110771) ammonium transporter JArabidopsis thaliana] 


Seq. No. 


222844 


Seq. ID 


LIB3165-034-P1-K5-H10 


Method 


BLASTX 


NCBI GI 


g3687224 


BLAST score 


141 


E value 


l.Oe-08 


Match length 


87 


% identity 


46 


NCBI Description 


(AC005169) putative N-acetyl-gamma-glutamyl -phosphate 




reductase [Arabidopsis thaliana] 


Seq. No. 


222845 


Seq. ID 


LIB3165-034-P1-K5-H11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


537 


E value 


4.0e-55 


Match length 


109 


% identity 


97 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31565 




(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutuin] 



Seq. No. 


222846 


Seq. ID 


LIB3165-034-P1-K5-H12 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


502 


E value 


5.0e-51 


Match length 


130 


% identity 


76 


NCBI Description 


(D83007) subunit of photosystem I [Cucuiais sativus] 


Seq. No. 


222847 


Seq. ID 


LIB3165-034-P1-K5-H2 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


400 


E value 


5.0e-39 


Match length 


115 


% identity 


75 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


222848 


Seq. ID 


LIB31 65-034 -P1-K5-H3 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


237 


E value 


5.0e-20 


Match length 


92 


% identity 


58 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222849 


Seq. ID 


LIB3165-034-P1-K5-H4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


587 


E value 


6.0e-61 


Match length 


121 


% identity 


92 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222850 


Seq. ID 


LIB3165-034-P1-K5-H6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


535 


E value 


8.0e-55 


Match length 


109 


% identity 


95 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31566 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222851 

LIB3165-034-P1-K5-H8 

BLASTX 

gl352821 

406 

8.0e-40 

88 
89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39} small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222852 

LIB3165-034-P1-K6-A1 

BLASTX 

g2879867 

400 

5.0e-39 

110 

69 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222853 

LIB3165-034-P1-K6-A2 

BLASTX 

g2879867 

390 

8.0e-38 

113 
65 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222854 

LIB3165-034-P1-K6-A3 

BLASTX 

gl706261 

438 

2.0e-43 

87 
90 

CYSTEINE PROTEINASE 2 
cysteine proteinase 5 



PRECURSOR >gi_2118129_pir S 5 95 98 

precursor - maize 
>gi_64 44 90_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222855 

LIB3165-034-P1-K6-A4 

BLASTX 

g68200 

533 



31567 



II 



E value 
Match length 
% identity 
NCBI Description 



1.0e-54 

130 
83 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 


222856 


Seq. ID 


LIB3165-034-P1-K6-A6 


Method 


BLASTX 


NCBI GI 


gl69039 


BLAST score 


592 


E value 


1.0e-61 


Match length 


121 


% identity 


9z 


NCBI Description 


(M97477) aldolase [Pisum 


Seq. No. 


222857 


Seq. ID 


LIB3165-034-P1-K6-A7 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


287 


E value 


9.0e-26 


Match length 


135 


% identity 


bU 


NCBI Description 


(U55837) carbonic anhydr 




tremuloides] 


Seq. No. 


222858 


Seq. ID 


LIB3165-034-P1-K6-A8 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


591 


E value 


2.0e-61 


Match length 


lzo 


% identity 


67 


NCBI Description 


chlorophyll a/b-binding 


Seq. No. 


222859 


Seq. ID 


LIB3165-034-P1-K6-A9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


242 


E value 


2.0e-20 


Match length 


64 


% identity 


77 


NCBI Description 


(AF067184) aquaporin 1 [ 


Seq. No. 


222860 


Seq. ID 


LIB3165-034-P1-K6-B1 


Method 


BLASTX 


NCBI GI 


gl21953 


BLAST score 


181 


E value 


2.0e-13 


Match length 


41 


% identity 


88 


NCBI Description 


HISTONE HI >gi 81905 pir 



I precursor - tomato 



[Samanea saman] 



_S00033 histone Hl.b - garden pea 



31568 



>gi_207 62__emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



222861 

LIB31 65-034 -P1-K6-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 
90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

222862 

LIB3165-034-P1-K6-B11 

BLASTX 

g2827755 

425 

5.0e-42 

107 
76 

INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U314 67) 
pyrophosphatase [Vigna radiata] 

222863 

LIB3165-034-P1-K6-B12 

BLASTX 

g730850 

145 

4.0e-09 

126 
29 

SUR2 PROTEIN ( SYRINGOMYCIN RESPONSE PROTEIN 2) 

>gi_626942_pir S48533 SUR2 protein - yeast ( Saccharomyces 

cerevisiae) >gi__458718 (U07171) Sur2p [Saccharomyces 
cerevisiae] >gi_849215 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi__1786173 
(U10427) Syr2p [Saccharomyces cerevisiae] 

222864 

LIB3165-034-P1-K6-B2 

BLASTX 

g68200 

230 

4.0e-19 

89 

60 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb_CAA472 93_ (X66814) 
f ructose-bisphosphate aldolase fSpinacia oleracea] 

222865 

LIB3165-034-P1-K6-B3 
BLASTX 



31569 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914940 
340 

5.0e-32 

115 

63 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1 , 7-bisphosphatase 
[Spinacia oleracea] 

222866 

LIB3165-034-P1-K6-B5 

BLASTX 

g!29867 

480 

2.0e-48 

93 

97 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222867 

LIB3165-034-P1-K6-B6 

BLASTX 

g228210 

578 

7.0e-60 

133 

80 

granule-bound starch synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222868 

LIB3165-034-P1-K6-B8 

BLASTX 

g4263525 

309 

2.0e-28 

92 

67 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



222869 

LIB3165-034-P1-K6-B9 

BLASTX 

g3738316 

332 

5.0e-31 

89 
70 

(AC005170) unknown protein [Arabidopsis thaliana] 
222870 

LIB3165-034-P1-K6-C10 

BLASTX 

g2865623 



31570 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



502 

6.0e-51 

117 
83 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5 -epimerase- 4 -reductase 
[Arabidopsis thaliana] 



222871 

LIB3165-034-P1-K6-C11 

BLASTX 

g20729 

346 

1.0e-32 

102 

71 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



222872 

LIB3165-034-P1-K6-C12 

BLASTX 

gll81599 

303 

9.0e-28 

88 
68 

(D83007) subunit of photosystem I [Cucumis sativus] 
222873 

LIB31 65-034 -P1-K6-C3 

BLASTX 

g3269292 

289 

5.0e-26 

74 

69 

(AL030978) putative protein [Arabidopsis thaliana] 
222874 

LIB3165-034-P1-K6-C5 

BLASTX 

gl33867 

339 

7.0e-32 

112 

62 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470__emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222875 

LIB3165-034-P1-K6-C7 

BLASTX 

g498038 

416 

4.0e-42 
128 



31571 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(L33792) 



lipid transfer protein [Senecio odorus] 



222876 

LIB3165-034-P1-K6-C9 

BLASTX 

gl352821 

531 

2.0e-54 

102 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222877 


Sea ID 


LTFni 6S-0*34-Pl -K6-D1 

±J -L i—i J J. u J \J -^f ^ C _l_ i\ \J LJ J. 




RT.ASTX 

LJ.l_liT.kJ ± z\ 


NCBI GI 


a4249385 


BLAST score 


402 


E value 


3. 0e-39 


Match length 


112 


% identity 


66 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 


Seq. No. 


222878 


Seq. ID 


LIB3165-034-P1-K6-D11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


519 


E value 


5.0e-53 


Match length 


128 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


222879 


Seq. ID 


LIB3165-034-P1-K6-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


671 


E value 


8.0e-71 


Match length 


133 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 222880 

Seq. ID LIB3165-034-P1-K6-D2 

Method BLASTX 

NCBI GI g3193285 

BLAST score 226 

E value 1.0e-18 



31572 



Match length 


69 


% identity 


61 


NCBI Description 


(AF069298) T14P8.18 < 


Seq. No. 


222881 


Seq. ID 


LIB3165-034-P1-K6-D3 


Method 


BLASTX 


NCBI GI 


g4Z4 yooD 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


68 


% identity 


51 


NCBI Description 


(AC005966) T2K10.11 


Seq. No. 


222882 


Seq. ID 


LIB3165-034-P1-K6-D4 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


319 


E value 




Match length 


104 


% identity 


70 


NCBI Description 


2-CYS PEROXIREDOXIN 




ANTIOXIDANT PROTEIN) 




basl protein [Spinac 


Seq. No. 


222883 


Seq. ID 


LIB3165-034-P1-K6-D5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


579 


E value 


5.0e-60 


Match length 


112 


% identity 


98 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222884 

LIB31 65-034 -P1-K6-D6 

BLASTX 

gll68408 

173 

2.0e-12 

37 
95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222885 

LIB3165-034-P1-K6-D7 

BLASTX 

g430947 



31573 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 

7.0e-45 

109 
82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222886 

LIB3165-034-P1-K6-D9 

BLASTX 

gl352821 

690 

5.0e-73 

131 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_C7VA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222887 

LIB3165-034-P1-K6-E1 

BLASTX 

g4490332 

142 

9.0e-09 

61 

54 

(AL035656) putative protein [Arabidopsis thaliana] 
222888 

LIB3165-034-P1-K6-E10 

BLASTX 

g82426 

585 

1.0e-60 

121 
46 

ubiquitin precursor - barley (fragment) 

>gi_7 557 63_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



222889 

LIB31 65-034 -P1-K6-E11 

BLASTX 

g68200 

328 

1.0e-30 

88 
78 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor , 
chloroplast - spinach >gi_22 633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

222890 

LIB3165-034-P1-K6-E12 



31574 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g228403 

490 

1.0e-49 

113 
84 

glycolate oxidase [Lens culinaris] 
222891 

LIB3165-034-P1-K6-E2 

BLASTX 

gl781348 

546 

4.0e-56 

119 

87 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222892 

LIB3165-034-P1-K6-E3 

BLASTX 

g3914002 

624 

3.0e-65 

131 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222893 

LIB3165-034-P1-K6-E5 

BLASTX 

g2129921 

191 

1.0e-14 

36 

100 

hypothetical protein 1 



Madagascar periwinkle >gi_758 694 



(U12573) putative [Catharanthus roseus] 
222894 

LIB3165-034-P1-K6-E6 

BLASTX 

g2739046 

163 

3.0e-ll 

89 

37 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222895 

LIB3165-034-P1-K6-E7 

BLASTX 

gl483563 

365 



31575 



E value 


6.0e-47 


Match length 


129 


% identity 


80 


NCBI Description 


(X99825) leucine aminopeptidase [Petroselinum cri 


Seq. No. 


222896 


Seq. ID 


LIB3165-034-P1-K6-E8 


Method 


BLASTX 


NCBI GI 


g4033838 


BLAST score 


330 


E value 


8.0e-31 


Match length 


114 


% identity 


61 


NCBI Description 


(Y18550) sigma-like factor [Arabidopsis thaliana] 


Seq. No. 


222897 


Seq. ID 


LIB3165-034-P1-K6-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


BLAST score 


260 


E value 


1.0e-22 


Match length 


133 


% identity 


44 


NCBI Description 


INTESTINAL SODIUM/DICARBOXYLATE COTRANSPORTER 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(NA(+) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 
intestinal sodium/dicarboxylate cotransporter [Rattus 
norvegicus] 

222898 

LIB3165-034-P1-K6-F1 

BLASTX 

g4455225 

392 

4 .0e-38 

91 

74 

(AL035440) putative protein [Arabidopsis thaliana] 
222899 

LIB3165-034-P1-K6-F10 

BLASTX 

gll68728 

300 

3.0e-27 

112 
50 

C I NNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222900 

LIB3165-034-P1-K6-F12 

BLASTX 

g430947 

445 

3.0e-44 

110 
80 



31576 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222901 

LIB3165-034-P1-K6-F2 

BLASTX 

g3121825 

309 

2.0e-28 

103 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >giJL4 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

222902 

LIB3165-034-P1-K6-F3 

BLASTX 

gl352821 

605 

5.0e-63 

120 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222903 

LIB3165-034-P1-K6-F5 

BLASTX 

gl00616 

236 

8.0e-20 

54 
85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222904 

LIB3165-034-P1-K6-F6 

BLASTX 

g289920 

575 

2.0e-59 

124 

88 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 



222905 

LIB3165- 

BLASTX 



034-P1-K6-F7 



31577 




NCBI GI 


g289920 


BLAST score 


663 


E value 


7.0e-70 


Match length 


124 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222906 


Seq. ID 


LIB3165-034-P1-K6-G1 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


440 


E value 


1.0e-43 


Match length 


107 


% identity 


81 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


222907 


Seq. ID 


LIB3165-034-P1-K6-G10 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


229 


E value 


6.0e-19 


Match length 


69 


% identity 


61 


NCBI Description 


(AF095641) MTN3 homolog [Arabidopsis thaliana] 


Seq. No. 


222908 


Seq. ID 


LIB3165-034-P1-K6-G12 


Method 


BLASTX 


NCBI GI 


g2791423 


BLAST score 


217 


E value 


1.0e-17 


Match length 


71 


% identity 


56 


NCBI Description 


(AL021185) bcp [Mycobacterium tuberculosis] 


Seq. No. 


222909 


Seq. ID 


LIB3165-034-P1-K6-G3 


Method 


BLASTX 


NCBI GI 


gl703115 


BLAST score 


420 


E value 


2.0e-41 


Match length 


84 


% identity 


93 


NCBI Description 


ACTIN 3 >gi 2129526 pir S68112 actin 3 - Arabidopsis 




thaliana >gi 1145695 (U39480) actin [Arabidopsis thai 




>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 




thaliana] 


Seq. No. 


222910 


Seq. ID 


LIB3165-034-P1-K6-G4 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


184 



31578 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-13 

82 
44 

(AC003680) 



hypothetical protein [Arabidopsis thaliana] 



222911 

LIB3165-034-P1-K6-G7 

BLASTX 

g3928543 

453 

6.0e-46 

122 

66 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

222912 

LIB3165-034-P1-K6-G8 

BLASTX 

g3257810 

206 

3.0e-16 

126 
37 

(AP000006) 307aa long hypothetical phosphoglycerate 
dehydrogenase [Pyrococcus horikoshii] 

222913 

LIB3165-034-P1-K6-G9 

BLASTX 

g482311 

111 

5.0e-10 

67 
54 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) '>gi_739292jprf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

222914 

LIB3165-034-P1-K6-H1 

BLASTX 

g4324714 

459 

6.0e-46 

128 

72 

(AF110771) ammonium transporter [Arabidopsis thaliana] 



222915 

LIB3165-034- 

BLASTX 

gl352821 

527 

7.0e-54 

102 

99 



P1-K6-H11 



31579 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222916 

LIB3165-034-P1-K6-H12 

BLASTX 

gll81599 

394 

2.0e-38 
107 
73 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



222917 

LIB3165-034-P1-K6-H2 

BLASTX 

g4262250 

410 

3.0e-40 

117 
75 

(AC006200) putative aldolase [Arabidopsis thaliana] 
222918 

LIB3165-034-P1-K6-H3 

BLASTX 

g4406530 

350 

4.0e-33 

116 
65 

(AF126870) rubisco activase [Vigna radiata] 
222919 

LIB3165-034-P1-K6-H4 

BLASTX 

g289920 

615 

3.0e-64 

125 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222920 

LIB3165-034-P1-K6-H6 

BLASTX 

gl352821 

450 

7.0e-45 

89 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
{RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31580 



® 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222921 

LIB3165-034-P1-K6-H8 

BLASTX 

gl352821 

379 

1.0e-36 

102 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222922 

LIB3165-036-P1-K1-A1 

BLASTX 

gl076524 

415 

7.0e-41 

120 
62 

chloroplast outer envelope protein OEP86 precursor - garden 
pea >gi_599958_emb_CAA834 53_ (Z31581) chloroplast outer 
envelope protein 8 6 [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



222923 

LIB3165-036-P1-K1-A10 

BLASTX 

g3687303 

215 

2.0e-17 

95 
41 

(AJ006377) subtilisin-like protease [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222924 

LIB3165-036-P1-K1-A11 

BLASTX 

g2493689 

287 

8.0e-26 

59 
93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN 

>giJL070377_emb_CAA63670_ (X93203) 10 kDa phosphoprotein 
[Populus deltoides] >gi_2143326_emb_CAA737 68_ (Y13328) 
lOkDa phosphoprotein [Populus deltoides] 



Seq. No. 
Seq. ID 

Method 



222925 

LIB3165-036-P1-K1-A12 
BLASTX 



31581 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351408 
460 

4 .Oe-46 

121 

73 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185__emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222926 

LIB31 65-03 6-P1-K1-A3 

BLASTX 

g2495365 

624 

3.0e-65 

129 

92 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 4 5127_prf_ 
heat shock protein HSP81-2 [Arabidopsis thaliana] 



1908431B 



Seq* No. 


222927 


Seq. ID 


LIB3165-036-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3033513 


BLAST score 


350 


E value 


4.0e-33 


Match length 


100 


% identity 


70 


NCBI Description 


(AF041068) rubisco activase 


Seq. No. 


222928 


Seq. ID 


LIB3165-036-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


339 


E value 


7.0e-32 


Match length 


88 


% identity 


77 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN 



ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222929 

LIB3165-036-P1-K1-A7 

BLASTX 

g3914005 

278 

2.0e-28 

93 

78 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LON1 protease [Zea mays] 



1 PRECURSOR >gi_1816586 



Seq. No. 



222930 



31582 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-036-P1-K1-A9 

BLASTX 

g 4490748 

155 

2.0e-10 

36 
67 

(AL035708) 



putative protein [Arabidopsis thaliana] 



222931 

LIB3165-036-P1-K1-B1 

BLASTX 

gl31385 

381 

9.0e-37 

109 

74 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222932 

LIB3165-036-P1-K1-B12 

BLASTX 

g3834310 

349 

4.0e-33 

71 
94 

(AC005679) Similar to Ubiquitin-conj ugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb__T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


222933 


Seq. ID 


LIB3165-036-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2924258 


BLAST score 


556 


E value 


2.()e-57 


Match length 


131 


% identity 


82 


NCBI Description 


(Z00044) RNA polymerase beta 


Seq. No. 


222934 


Seq. ID 


LIB3165-036-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


638 


E value 


7.0e-67 


Match length 


123 


% identity 


96 


NCBI Description 


(L07119) chlorophyll A/B bine 




hirsutum] 


Seq. No. 


222935 


Seq. ID 


LIB3165-036-P1-K1-B6 



31583 



Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


557 


E value 


4.0e-61 


Match length 


123 


% identity 


97 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222936 


Seq. ID 


LIB3165-036-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


349 


E value 


4 ,0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF12 6870) rubisco activase [Vigna radiata] 


Seq. No. 


222937 


Seq. ID 


LIB3165-036-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll70898 


BLAST score 


293 


E value 


8.0e-27 


Match length 


74 


% identity 


81 


NCBI Description 


MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 


>gi 629659 pir S44167 malate dehydrogenase, mitochondr 




- cider tree >gi_473206_emb_CAA55383_ (X78800) 




mitochondrial malate dehydrogenase [Eucalyptus gunnii] 


Seq. No. 


222938 


Seq. ID 


LIB3165-036-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


476 


E value 


6.0e-48 


Match length 


111 


% identity 


82 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


222939 


Seq. ID 


LIB3165-036-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


456 


E value 


1 . Oe-45 


Match length 


115 


% identity 


80 


NCBI Description 


fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 




chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 




fructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


222940 


Seq. ID 


LIB3165-036-P1-K1-C4 


Method 


BLASTX 



31584 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406530 
152 

2.0e-10 

60 
53 

(AF126870) rubisco activase [Vigna radiata] 
222941 

LIB3165-036-P1-K1-C7 

BLASTX 

gl332579 

503 

4.0e-51 

105 
10 

(X98063) polyubiquitin [Pinus sylvestris] 
222942 

LIB3165-036-P1-K1-C9 

BLASTX 

g4512664 

306 

4.0e-28 

67 
87 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4 544471_gb_AAD22378 . 1_AC00 6580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 

222943 

LIB3165-036-P1-K1-D10 

BLASTX 

g3914603 

588 

4.0e-61 

126 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



222944 

LIB3165-036-P1-K1-D11 

BLASTX 

g430947 

486 

4.0e-49 
119 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222945 

LIB3165-036-P1-K1-D12 
BLASTX 



31585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl781348 
592 

1.0e-61 

120 

93 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222946 

LIB3165-036-P1-K1-D2 

BLASTX 

g3850111 

218 

1.0e-17 

72 

54 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222947 

LIB3165-036-P1-K1-D3 

BLASTX 

g2970051 

401 

4 .Oe-39 

100 
75 

(AB012110) ARG10 [Vigna radiata] 
222948 

LIB3165-036-P1-K1-D4 

BLASTX 

gll68411 

381 

6.0e-37 

100 
80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



222949 

LIB3165-036-P1-K1-D5 

BLASTX 

g20559 

497 

2.0e-50 

130 

81 

(X13301) hsp70 (AA 6 



- 651) [Petunia x hybrida] 



222950 

LIB3165-036-P1-K1-D6 

BLASTX 

g266944 

560 

8.0e-58 

114 

91 



31586 



€1 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 

222951 

LIB3165-036-P1-K1-D7 

BLASTX 

gl00615 

502 

5.0e-51 

126 
77 

ribulose-bisphosphate carboxylase activase A short form 
precursor - barley >gi_167091 (M55447) ribulose 
1,5-bisphosphate carboxylase activase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222952 

LIB3165-036-P1-K1-D8 

BLASTX 

g3063392 

386 

2.0e-37 

106 
75 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
222953 

LIB3165-036-P1-K1-D9 

BLASTX 

g4455180 

255 

5.0e-22 

106 

51 

(AL035521) putative protein [Arabidopsis thaliana] 
222954 

LIB3165-036-P1-K1-E10 

BLASTX 

g4539351 

185 

7.0e-14 

51 

63 

(AL035539) putative protein [Arabidopsis thaliana] 
222955 

LIB3165-036-P1-K1-E3 

BLASTX 

gl00200 

371 

1.0e-35 

100 
72 

chlorophyll a/b-binding protein type I precursor - tomato 



31587 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.222956 

LIB3165-036-P1-K1-E4 

BLASTX 

gl352821 

535 

7.0e-55 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222957 

LIB3165-036-P1-K1-E5 

BLASTX 

g2190551 

272 

4 .Oe-24 

56 
89 

(AC001229) Similar to C. elegans hypothetical protein 
K07C5.6 (gb_Z71181) . ESTs gb_H3 684 4 , gb_AA394 95 6 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222958 

LIB3165-036-P1-K1-E7 

BLASTX 

g2129538 

299 

3.0e-27 

62 
90 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

222959 

LIB3165-036-P1-K1-F1 

BLASTX 

gl00616 

419 

3.0e-41 

113 

73 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222960 

LIB3165-036-P1-K1-F11 

BLASTX 

g4107276 

651 

2.0e-68 



31588 



Match length 


125 


% identity 


89 


NCBI Description 


(X98506) acetyl-CoA synthetase [Solanum tuberosum] 


Seq. No. 


222961 


Seq. ID 


LIB3165-036-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


421 


E value 


2.0e-41 


Match length 


112 


% identity 


74 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No* 


222962 


Seq. ID 


LIB3165-036-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


183 


E value 


1.0e-13 


Match length 


48 


% identity 


75 


NCBI Description 


(U3197 5) alanine aminotransferase [Chlamydomonas 



reinhardtii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222963 

LIB3165-036-P1-K1-F6 

BLASTX 

g2253415 

418 

3.0e-41 

81 
90 

(AF007215) stress-induced cysteine proteinase [Lavatera 
thuringiaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222964 

LIB3165-036-P1-K1-F8 

BLASTX 

g2129698 

470 

3.0e-47 

115 

77 

protein kinase ATN1 {EC 2.7.1.-) - Arabidopsis thaliana 
>gi_1054 633_emb_CAA63387_ (X92728) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222965 

LIB3165-036-P1-K1-G10 

BLASTX 

g4406530 

312 

1.0e-28 

108 
62 

(AF126870) rubisco activase [Vigna radiata] 



31589 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222966 

LIB3165-036-P1-K1-G11 

BLASTX 

g3193286 

179 

3.0e-13 

55 
58 

(AF069298) T14P8.22 gene product [Arabidopsis thaliana] 



222967 

LIB3165-036-P1-K1-G2 

BLASTX 

g445116 

405 

8.0e-40 

86 
91 

light-harvesting complex Ila protein; 



[ Horde um vulgare] 



222968 

LIB3165-036-P1-K1-G3 

BLASTX 

gl532135 

242 

2.0e-20 

49 

92 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

222969 

LIB3165-036-P1-K1-G6 

BLASTX 

g3687652 

577 

9.0e-60 

119 

94 

(AF047352) rubisco activase precursor [Datisca glomerata] 
222970 

LIB3165-036-P1-K1-G7 

BLASTX 

gl352821 

565 

2.0e-58 
113 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



222971 



31590 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-036-P1-K1-G9 

BLASTX 

g2829204 

257 

3.0e-22 

107 

50 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222972 

LIB3165-036-P1-K1-H10 

BLASTX 

g82080 

489 

2.0e-49 

121 

79 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222973 

LIB3165-036-P1-K1-H11 

BLASTX 

g267122 

442 

5.0e-44 

104 

78 

THIOREDOXIN H-TYPE (TRX-H) >gi_47 84 00__pir JQ2242 

thioredoxin h - Arabidopsis thaliana 

>gi_16552_emb_CAA78462_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222974 

LIB3165-036-P1-K1-H12 

BLASTX 

g4249382 

397 

1.0e-38 

91 
82 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222975 

LIB3165-036-P1-K1-H3 

BLASTX 

gl00200 

379 

1.0e-36 

103 
71 

chlorophyll a/b-binding protein type I precursor 



- tomato 



31591 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222976 

LIB3165-036-P1-K1-H4 

BLASTX 

g231610 

285 

1.0e-25 

105 
61 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase {EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222977 

LIB3165-036-P1-K1-H6 

BLASTX 

g2245005 

260 

1.0e-22 

103 
53 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222978 

LIB3165-037-P1-K1-A1 

BLASTX 

gll68411 

471 

3.0e-47 

113 
86 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222979 

LIB3165-037-P1-K1-A11 

BLASTX 

gll5813 

301 

2.0e-27 

98 

63 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222980 

LIB3165-037-P1-K1-A4 

BLASTX 

gl895084 

587 

6.0e-61 

115 

94 

(U89897) golgi associated protein se-wap41 [Zea mays] 



31592 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222981 

LIB3165-037-P1-K1-A5 

BLASTX 

g289920 

675 

3.0e-71 

130 
96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222982 

LIB3165-037-P1-K1-A7 

BLASTX 

g4559339 

595 

7.0e-62 

136 

85 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

222983 

LIB3165-037-P1-K1-A8 

BLASTX 

g3738285 

273 

4 .Oe-24 

69 
74 

(AC005309) unknown protein [Arabidopsis thaliana] 
222984 

LIB3165-037-P1-K1-A9 

BLASTX 

g3452497 

589 

4.0e-61 

134 . 
86 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
222985 

LIB3165-037-P1-K1-B1 

BLASTX 

gll71866 

366 

5.0e-35 

111 

64 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_62 960 l_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 



222986 



31593 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-037-P1-K1-B12 

BLASTX 

g3335355 

529 

3.0e-54 

109 

27 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

222987 

LIB3165-037-P1-K1-B2 

BLASTX 

g2244847 

284 

2.0e-25 

88 
61 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

222988 

LIB3165-037-P1-K1-B4 

BLASTX 

g4545262 

234 

1.0e-19 

44 
98 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222989 

LIB3165-037-P1-K1-B5 

BLASTX 

g3694872 

239 

2.0e-20 

89 
57 

(AF092547) profilin [Ricinus communis] 
222990 

LIB3165-037-P1-K1-B7 

BLASTX 

gl352821 

555 

3.0e-57 

105 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR - 

(RUBISCO SMALL' SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 



31594 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222991 

LIB3165-037-P1-K1-B8 

BLASTX 

g3914605 

552 

7.0e-57 

122 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852__emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 


222992 


Seq. ID 


LIB3165-037-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


461 


E value 


4 . Oe-46 


Match length 


118 


% identity 


74 


NCBI Description 


(AB012110) ARG10 [Vigna . 


Seq. No. 


222993 


Seq. ID 


LIB3165-037-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


368 


E value 


3.0e-35 


Match length 


104 


% identity 


72 


NCBI Description 


(X15190) precursor (AA - 


Seq. No. 


222994 


Seq. ID 


LIB3165-037-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


696 


E value 


1.0e-73 


Match length 


133 


% identity 


96 


NCBI Description 


(L07119) chlorophyll A/B 




hirsutum] 


Seq. No. 


222995 


Seq. ID 


LIB3165-037-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4262236 


BXjAST score 


302 


E value 


1.0e-27 


Match length 


85 


% identity 


73 


NCBI Description 


(AC006200) putative ribo 



68 to 337) [Pisum sativum] 



31595 



[Arabidopsis thaliana] 



Seq. No. 


22293.6 


Seq. ID 


LIB3165-037-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


385 


E value 


3.0e-37 


Match length 


109 


% identity 


72 


NCBI Description 


(X15190) precursor ( 


Seq. No. 


222997 


Seq. ID 


LIB3165-037-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3738298 


BLAST score 


322 


E value 


6.0e-30 


Match length 


107 


% identity 


55 


NCBI Description 


(AC005309) unknown p 



[Pisum sativum] 



>gi_4249394 
thaliana] 



(AC006072) unknown protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222998 

LIB3165-037-P1-K1-D6 

BLASTX 

gl20669 

560 

9.0e-58 

112 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222999 

LIB3165-037-P1-K1-D7 

BLASTX 

gl814405 

151 

8.0e-10 

71 

52 

(U84890) putative phosphate permease [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223000 

LIB3165-037-P1-K1-E1 

BLASTX 

gl352821 

574 

2.0e-59 

108 
98 



31596 



o 



NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 




(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small d 




precursor - upland cotton >gi_450505_emb_CAA38026_ (X54 




ribulose bisphosphate carboxylase [Gossypium hirsutum] 


Seq. No. 


223001 


Seq. ID 


LIB3165-037-P1-K1-E12 


Method 


BLASTX 




giioo4 ±1 


BLAST score 


481 


E value 


2.0e-48 


Match length 


120 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223002 


Seq. ID 


LIB3165-037-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3738261 


DLtAo i score 


3 D A 


E value 


5.0e-62 


Match length 


133 


% identity 


95 


NCBI Description 


(AB018412) chloroplast phosphoglycerate kinase [Populus 




nigra] 


Seq. No. 


223003 


Seq. ID 


LIB3165-037-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2275196 


dLAoi score 


4o / 


E value 


3.0e-43 


Match length 


88 


% identity 


94 


NCBI Description 


(AC002337) water stress-induced protein, WSI76 isolog 




[Arabidopsis thaliana] 


Seq. No. 


223004 


Seq. ID 


LIB3165-037-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3738261 


TUT ACT c s\ -v- r>. 

JdIjH.0 i score 




E value 


6.0e-31 


Match length 


76 


% identity 


95 


NCBI Description 


(AB018412) chloroplast phosphoglycerate kinase [Populus 




nigra] 


Seq. No. 


223005 


Seq. ID 


LIB3165-037-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


539 


E value 


3.0e-55 


Match length 


106 


% identity 


94 



31597 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223006 

LIB3165-037-P1-K1-E9 

BLASTX 

g430947 

448 

1.0e-44 

109 
82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223007 

LIB3165-037-P1-K1-F1 

BLASTX 

g4455256 

544 

6.0e-56 
110 

87 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223008 

LIB3165-037-P1-K1-F12 

BLASTX 

gl352821 

531 

2.0e-54 

100 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223009 

LIB3165-037-P1-K1- 

BLASTX 

g289920 

528 

5.0e-54 

107 

93 

(L07119) 
hirsutum] 



F3 



chlorophyll A/B binding protein [Gossypium 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223010 

LIB3165-037-P1-K1-F4 

BLASTX 

g3150412 



31598 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



336 

4.0e-35 

95 
76 

(AC004165) putative Fe(II) transport protein [Arabidopsis 
thaliana] >gi_3420044 (AC004680) putative Fe(II) transport 
protein [Arabidopsis thaliana] 



Seq. No. 


223011 


Seq. ID 


LIB3165-037-P1-K1-F5 


Method 


BLAST X 


NCBI GI 


g3080371 


BLAST score 


285 


E value 


6.0e-26 


Match length 


77 


0 _LkJ.Cl.LI L u _y 


61 


NIPRT Dp^pti nfi on 


(AL022580) putative pectinacetylesterase protein 




f ArabidoDsis thalianal 


Qprr No 


223012 


O "C; • x vj 


LIB3 165-0 37 -P1-K1-F6 


Method 


BLASTX 


NCBI GI 

L H \^ J— V _L_ \_J _L_ 


g3928099 


DJJrlu 1 C 


282 


E value 


4.0e-25 


Match length 


136 


%. \ H £_ti "1 — i +" \T 
o x Lit; Hi — l l. _y 


24 


Mf^R T Pie* cpri r"i"h "i r^in 


( TXCOCi^ll 0) unknown nroi"Pin f Arab i docs is thalianal 


i_J <3 \J • -N W * 


223013 


Seq* ID 


LIB31 65-037 -P1-K1-F8 


Mot" hnrl 

Lit. LllULt 


BLASTX 

X-J XJxlkJ 1 Zl 


NCBI GI 


g2828292 


BLAST score 


481 


E value 


1.0e-48 


Match length 


114 


% identity 


77 


NCBI Description 


(AL021687) neoxanthin cleavage enzyme-like protein 




[Arabidopsis thaliana] 


Seq. No. 


223014 


Seq. ID 


LIB3165-037-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g481131 


BLAST score 


293 


E value 


2.0e-26 


Match length 


111 



% identity 

NCBI Description 



51 

sucrose transport protein SUC2 - Arabidopsis thaliana 
>gi_407092_emb_CAA53150_ (X75382) sucrose-proton symporter 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



223015 

LIB31 65-037 -P1-K1-G11 

BLASTX 

gl403522 

401 



31599 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-39 

128 
62 

(X57187) chitinase [Phaseolus vulgaris] 
223016 

LIB3165-037-P1-K1-G2 

BLASTX 

g3377802 

427 

3.0e-42 
102 
79 

(AF075597) 
thaliana] 



Similar to sucrose synthase; T2H3.8 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223017 

LIB3165-037-P1-K1-G4 

BLASTX 

gl709846 

329 

1.0e-30 

124 

46 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 
22 kDa component of photosystern II [Lycopersicon 
esculentum] 



(U04336) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223018 

LIB3165-037-P1-K1-G5 

BLASTX 

g461550 

218 

1.0e-17 

47 

98 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

223019 

LIB3165-037-P1-K1-G7 

BLASTX 

gl495259 

424 

6.0e-42 

119 

65 

(X97826) orf04 [Arabidopsis thaliana] 
223020 

LIB3165-037-P1-K1-G9 

BLASTX 

g4406530 

342 



31600 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-32 

92 

76 

(AF126870) rubisco activase [Vigna radiata] 
223021 

LIB3165-037-P1-K1-H11 

BLASTX 

g4406530 

350 

4.0e-33 

116 

65 

(AF126870) rubisco activase [Vigna radiata] 



OCU « LN \J . 


223022 


q prf T n 


LIB31 65-037 -P1-K1-H2 


Tvf o j~ h 

L w iC L11UU, 


BLASTX 

L/JJXikJ X ill 


NCBI GI 


g4455251 


D J_liikJ -L D^WIU 


341 


J_j V Ct-L U.tS 


4 Oe-32 


Matrh 1 pncrth 


103 


& t Han 1 — i j~ \7 

O _L LitJl 1 1 — L l y 


64 


NCBI Description 


(AL035523) magnesium-protoporphyrin IX 




methyltransf erase-like protein [Arabidof 


Seq. No. 


223023 


Seq. ID 


LIB3165-037-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


52 


% identity 


56 


NCBI Description 


(AC005309) unknown protein [Arabidopsis 


Seq. No. 


223024 


Seq. ID 


LIB3165-037-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


548 


E value 


2.0e-56 


Match length 


105 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223025 

LIB3165-038-Q1-K1-A1 

BLASTX 

g3482918 

590 

3.0e-61 

134 



31601 



% identity 

NCBI Description 



84 

(AC003970) 
thaiiana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223026 

LIB3165-038-Q1-K1-A12 

BLASTX 

gl352821 

557 

2.0e-57 

108 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



beq. ino . 


9 9^fi 97 


beq. 1JJ 


LIDJIO J u JO V- 1 - • E ^-- L 


Tk/\ /~\ \~ \-\ /-N 


RT.A^TY 

DXj.tt.0 J. jf\ 


JNUEJl b± 


gz u i £z> 


BLAbi score 


O 41 o 


E value 


o . ue jj 


Tvyr — i -J— /—\ \-\ \ r> +- l^i 

jxiaucn lengLii 


± U J_ 


% identity 


7 n 


NCBI Description 


(X15190) precursor (AA -68 to 337) 


beq. lno. 


9 9 ^H9 ff 


beq. id 


JjlDjlO J UJO r\.J. jtIt: 


Method 


DT ncTV 


MpDT fZJ 

LN U£5 -L ul 


rr9 R97 S S 1 


bLAbi score 


1 QQ 


E value 


2.0e-15 


Match length 


60 


% identity 


67 


NCBI Description 


(AL021635) predicted protein [Arab 


Seq. No. 


223029 


Seq. ID 


LIB3165-038-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


621 


E value 


6.0e-65 


Match length 


121 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 




(RUBISCO SMALL SUBUNIT) >gi_279581 




ribulose-bisphosphate carboxylase 




precursor - upland cotton >gi_4505 




ribulose bisphosphate carboxylase 


Seq. No. 


223030 


Seq. ID 


LIB3165-038-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


243 



[Pisum sativum] 



SMALL CHAIN PRECURSOR 
_pir RKCNSU 

(EC 4.1.1.39) small chain 



31602 



CI 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

117 
45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



223031 

LIB3165-038-Q1-K1-A8 

BLASTX 

g3023752 

223 

2.0e-18 

92 
55 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_l 418 98 2_emb_CAA9 9 7 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223032 

LIB3165-038-Q1-K1-A9 

BLASTX 

gl31147 

150 

3.0e-10 

53 
53 

PHOTOS YSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72 675_pir A2LVP7 photosystem I P7 00 apoprotein A2 

liverwort (Marchantia polymorpha) chloroplast 
>gi_11671_emb_CAA28084_ (X04465) psaB [Marchantia 
polymorpha] 

223033 

LIB3165-038-Q1-K1-B1 

BLASTX 

g4406530 

357 

6.0e-34 

117 
65 

(AF126870) rubisco activase [Vigna radiata] 
223034 

LIB3165-038-Q1-K1-B10 

BLASTX 

g2765081 

395 

2.0e-38 

119 

66 

(Y10557) g5bf [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223035 

LIB3165-038-Q1-K1-B11 

BLASTX 

g285317 

157 

7.0e-ll 
77 



31603 



% identity 


53 


NCBI Description 


dihydrolipoamide dehydrogenas 


Seq. No. 


223036 


Seq. ID 


LIB3165-038-Q1-K1-B3 


Method 


BLAST X 


NCBI GI 


g2 8 27551 


BLAST score 


182 


E value 


2.0e-13 


Match length 


83 


% identity 


54 


NCBI Description 


(AL021635) predicted protein 


Seq. No. 


223037 


Seq. ID 


* LIB3165-038-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g586858 


BLAST score 


270 


E value 


8.0e-24 


Match length 


118 


% identity 


46 


NCBI Description 


HYPOTHETICAL 21.4 KD PROTEIN 



[Arabidopsis thaliana] 



IN DACA-SERS INTERGENIC REGION 

>gi_2127020_pir S66042 hypothetical protein - Bacillus 

subtilis >gi_4 67402__dbj_BAA05248_ (D26185) unknown 
[Bacillus subtilis] >gi_263227 9__emb_CAB11788_ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223038 

LIB3165-038-Q1-K1-B6 

BLASTX 

g2244905 

388 

1.0e-37 

112 

61 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223039 

LIB3165-038-Q1-K1-B7 

BLASTX 

g4559372 

228 

6.0e-19 

57 
81 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
223040 

LIB3165-038-Q1-K1-B9 

BLASTX 

gl352821 

193 

5.0e-15 

51 
76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31604 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223041 

LIB3165-038-Q1-K1-C10 

BLASTX 

g4406530 

328 

1.0e-30 

91 
75 

(AF126870) rubisco activase [Vigna radiata] 
223042 

LIB3165-038-Q1-K1-C12 

BLASTX 

gl352821 

481 

2.0e-48 

98 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223043 

LIB3165-038-Q1-K1-C3 

BLASTX 

g3319921 

283 

3.0e-25 

105 
58 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

223044 

LIB3165-038-Q1-K1-C4 

BLASTX 

g2970051 

316 

4.0e-29 

75 
81 

(AB012110) ARG10 [Vigna radiata] 
223045 

LIB3165-038-Q1-K1-C5 

BLASTX 

g2739375 



31605 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192 

1.0e-14 

102 
47 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223046 

LIB3165-038-Q1-K1-C7 

BLASTX 

gl33085 

183 

1.0e-13 

110 
45 

50S RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_71136_pir R7SP12 ribosomal protein L12, chloroplast 

spinach >gi_170115 (J02849) ribosomal L12 precursor 
[Spinacia oleracea] 



O fcr . LN \J • 


9 ?^D4 7 

i, -J U 1 / 


beq. iu 


t tr^i £ R — n^fi— m —Kl — PQ 

LIdjIDj UjO yi J\l 


Method 




KIHRT CT 




DJjriO i oLUIc 




T7 1 tt a 1 no 
Hi V d± LLC 


ft riA-^Q 


Match length 


139 


% identity 


76 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 


(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 




ferredoxin — NADP(+) reductase [Nicotiana tabacum] 


Seq. No. 


223048 


Seq. ID 


LIB3165-038-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


534 


E value 


1.0e-54 


Match length 


118 


% identity 


83 


NCBI Description 


(Z70677) thioredoxin [Ricinus communis] 


Seq. No. 


223049 


Seq. ID 


LIB3165-038-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll7822 


BLAST score 


392 


E value 


4.0e-38 


Match length 


74 


% identity 


100 


NCBI Description 


CYTOCHROME B6 >gi 65635 pir CBNT6 



plastoquinol—plastocyanin reductase {EC 1.10.99.1) 
cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (Z00044) cytochrome b6 [Nicotiana 

tabacum] >gi_22522 6_prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 



Seq. No. 



223050 



31606 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-038-Q1-K1-D12 

BLASTX 

g2493694 

261 

1.0e-22 

105 

54 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >giJ728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 

223051 

LIB3165-038-Q1-K1-D7 

BLASTX 

gl352821 

588 

5.0e-61 

111 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223052 

LIB3165-038-Q1-K1-D8 

BLASTX 

g282865 

627 

1.0e-65 

136 
87 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_JL66644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 

223053 

LIB3165-038-Q1-K1-E1 

BLASTX 

gl352821 

636 

1.0e-66 

123 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223054 

LIB3165-038-Q1-K1-E10 

BLASTX 

gl360088 



31607 



o 



BLAST score 


310 


E value 


2.0e-28 


Match length 


88 


% identity 


65 


NCBI Description 


(X97947) Zn finger protein [Nicotiana 


Seq. No. 


223055 


Seq. ID 


LIB3165-038-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4056568 


BLAST score 


249 


E value 


2.0e-21 


Match length 


91 


% identity 


18 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


Seq. No. 


223056 


Seq. ID 


LIB3165-038-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3334138 


BLAST score 


267 


E value 


2 . Oe-23 


Match length 


99 


% identity 


53 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi_669003 




[Glycine max] 


Seq. No. 


223057 


Seq. ID 


LIB3165-038-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4572673 


BLAST score 


483 


E value 


1.0e-48 


Match length 


117 


% identity 


77 


NCBI Description 


(AC006954) putative sarcosine oxidase 




thaliana] 


Seq. No. 


223058 


Seq. ID 


LIB31 65-038 -Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g945081 


BLAST score 


541 


E value 


2.0e-55 


Match length 


135 


% identity 


78 


NCBI Description 


(U31094) P21 [Petunia hybrida] 


Seq. No. 


223059 


Seq. ID 


LIB31 65-038 -Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


298 


E value 


4.0e-39 


Match length 


126 


% identity 


71 


NCBI Description 


(AC007048) unknown protein [Arabidops 



(U20502) calnexin 



31608 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223060 

LIB3165-038-Q1-K1-E7 

BLASTX 

g4406530 

242 

4 ,0e-26 

111 

64 

(AF126870) rubisco activase [Vigna radiata] 
223061 

LIB3165-038-Q1-K1-E8 

BLASTX 

g3668085 

142 

8.0e-09 

76 
42 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
223062 

LIB3165-038-Q1-K1-E9 

BLASTX 

g2811025 

187 

8 ,0e-28 

105 
68 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

223063 

LIB3165-038-Q1-K1-F1 

BLASTX 

gl332579 

509 

9.0e-57 

121 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
223064 

LIB3165-038-Q1-K1-F11 

BLASTX 

g289920 

680 

7.0e-72 

128 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223065 

LIB3165-038-Q1-K1-F2 

BLASTX 

g421843 



31609 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 

9.0e-46 

111 

74 

protein kinase (EC 2.7.1,37) 5 - Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



223066 

LIB3165-038-Q1-K1-F3 
BLASTX 
g464986 
514 

2.0e-52 

95 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

223067 

LIB3165-038-Q1-K1-F4 

BLASTX 

g3319921 

184 

2.0e-21 

109 
54 

(AJ223388) Hev b 3 [Hevea brasiliensis] * 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 

[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223068 

LIB3165-038-Q1-K1-F5 

BLASTX 

g20729 

452 

1.0e-45 

129 
76 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



223069 

LIB3165-038-Q1-K1-F9 

BLASTX 

g2677828 

393 



31610 



E value 


3.0e-38 


Match length 


114 


% identity 


67 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


223070 


Seq. ID 


LIB3165-038-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


214 


E value 


3. Oe-17 


Match length 


93 


% identity 


49 


NCBI Description 


(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 


Seq. No. 


223071 


Seq. ID 


LIB3165-038-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl723730 


BLAST score 


184 


E value 


1 . Oe-13 


Match length 


80 


% identity 


51 


NCBI Description 


HYPOTHETICAL 78.8 KD PROTEIN IN ATF2-RNR4 INTERGENIC REGION 


>gi 2131694jpir S64492 hypothetical protein YGR178c - 




yeast (Saccharomyces cerevisiae) >gi_1323315__emb_CAA97204_ 




(Z72963) PBP1 [Saccharomyces cerevisiae] >gi_2737884 




(U46931) Mrsl6p [Saccharomyces cerevisiae] 


Seq. No. 


223072 


Seq. ID 


LIB3165-038-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


314 


E value 


7.0e-29 


Match length 


115 


% identity 


49 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 


Seq. No. 


223073 


Seq. ID 


LIB3165-038-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3618316 


BLAST score 


226 


E value 


1. 0e-18 


Match lenath 


113 


% identity 


44 


NCBI Description 


(AB001886) zinc finger protein [Oryza sativa] 


Seq. No. 


223074 


Seq. ID 


LIB3165-038-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


415 


E value 


9.0e-41 


Match length 


122 


% identity 


69 



31611 



NCBI Description 



(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223075 

LIB3165-038-Q1-K1-G7 

BLASTX 

g3023752 

281 

4.0e-25 
111 

54 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_l 41898 2_emb_CAA9 9 7 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



$eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223076 

LIB3165-038-Q1-K1-G8 

BLASTX 

gl617206 

400 

5.0e-39 

122 
66 

(Z72489) CP12 [Pisum sativum] 
223077 

LIB3165-038-Q1-K1-G9 

BLASTX 

g3914603 

561 

5.0e-58 

118 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223078 

LIB3165-038-Q1-K1-H1 

BLASTX 

gl352821 

503 

1.0e-60 

124 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223079 

LIB3165-038-Q1-K1-H2 

BLASTX 

g2275196 

272 

3.0e-34 
81 



31612 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

223080 

LIB3165-038-Q1-K1-H3 

BLASTX 

gl352821 

622 

5.0e-65 

117 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223081 

LIB3165-038-Q1-K1-H7 

BLASTX 

gl352821 

424 

6.0e-42 

90 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223082 

LIB3165-038-Q1-K1-H8 

BLASTX 

gl439609 

521 

3.0e-53 

105 

98 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



223083 

LIB3165-038-Q1-K1-H9 

BLASTX 

g2924520 

601 

1.0e-62 

130 

88 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

223084 

LIB3165-039-Q1-K1-A1 
BLASTX 



31613 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66702 
516 

1.0e-52 

140 
75 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223085 

LIB3165-039-Q1-K1-A10 

BLAST X 

g3023752 

334 

3.0e-31 

113 
62 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >giJL418982_emb_CAA99756__ (Z75520) 
[Lycopersicon esculentum] 



223086 

LIB3165-039-Q1-K1-A11 

BLASTX 

gl352821 

535 

1.0e-55 

110 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_embj3AA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223087 


Seq. ID 


LIB3165-039-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3688174 


BLAST score 


426 


E value 


5.0e-42 


Match length 


111 


% identity 


74 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


223088 


Seq. ID 


LIB3165-039-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll69494 


BLAST score 


234 


E value 


2.0e-19 


Match length 


81 


% identity 


59 


NCBI Description 


ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU), 



>gi__2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_94 9873__emb_CAA61444_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 



223089 



31614 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-039-Q1-K1-A7 

BLASTX 

g3036944 

580 

4 .Oe-60 

126 
95 

(AB012 637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223090 

LIB3165-039-Q1-K1-A8 

BLASTX 

g!352821 

586 

8.0e-61 

110 
100 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223091 


Seq. ID 


LIB3165-039-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


547 


E value 


3.0e-56 


Match length 


136 


% identity 


79 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


223092 


Seq. ID 


LIB3165-039-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3913295 


BLAST score 


311 


E value 


1.0e-28 


Match length 


118 


% identity 


55 


NCBI Description 


CAFFEIC ACID 3-O-METHYLTRANSFERASE 




( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 




3-O-METHYLTRANSFERASE) (COMT) >gi_602588 




(X83217) caffeic O-methyltransf erase [Pr 


Seq. No. 


223093 


Seq. ID 


LIB3165-039-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


483 


E value 


1.0e-48 


Match length 


97 


% identity 


94 



NCBI Description 



(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



31615 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223094 

LIB3165-039-Q1-K1-B11 

BLASTX 

g4406814 

456 

1.0e-45 
107 
81 

(AC006201) 
thaliana] 



putative peptidyl-prolyl isomerase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223095 

LIB3165-039-Q1-K1-B2 

BLASTX 

gl702986 

302 

6.0e-32 

97 

85 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

223096 

LIB3165-039-Q1-K1-B3 

BLASTX 

g!66834 

296 

8.0e-31 

104 

68 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

223097 

LIB3165-039-Q1-K1-B5 

BLASTX 

g3914605 

695 

1.0e-73 

141 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

223098 

LIB3165-039-Q1-K1-B6 

BLASTX 

g2129511 

657 

4.0e-69 



31616 



II 



Match length 141 
% identity 8 9 

NCBI Description glycerate dehydrogenase (EC 1.1.1.29) splice form HPR1, 
microbody - cucurbit >giJL304042_dbj_BAA08410_ (D49432) 
hydroxypyruvate reductase [Cucurbita sp.] 



Seq. No. 


223099 




Seq. ID 


LIB3165-039 


-Q1-K1-B7 


Method 


BLASTX 




NCBI GI 


g4115357 




BLAST score 


363 




E value 


1.0e-34 




Match length 


134 




% identity 


51 




NCBI Description 


(ACUUoyo / ) 


hypothetical protein [Arabidopsis thaliana 


Seq. No. 


223100 




Seq. ID 


LIB3165-039 


-Q1-K1-B8 


Method 


BLASTX 




NCBI GI 


g3420052 




BLAST score 


350 




E value 


4.0e-33 




Match length 


118 




% identity 


62 




NCBI Description 


(AC004 680 ) 


putative ubiqinone reductase [Arabidopsis 




thaliana] 




Seq. No. 


223101 




Seq. ID 


LIB3165-039 


-Q1-K1-B9 


Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


361 




E value 


2.0e-34 




Match length 


98 




% identity 


/ O 




NCBI Description 


(AF126870) 


rubisco activase [Vigna ra/iiata] 


Seq. No. 


223102 




Seq. ID 


LIB3165-039 


-Q1-K1-C1 


Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


453 




E value 


4.0e-45 




Match length 


122 




% identity 


77 




NCBI Description 


(AF126870) 


rubisco activase [Vigna radiata] 


Seq. No. 


223103 




Seq. ID 


LIB3165-039 


-Q1-K1-C10 


Method 


BLASTX 




NCBI GI 


g4566614 




BLAST score 


414 




E value 


1.0e-40 




Match length 


108 




% identity 


74 




NCBI Description 


(AF112887) 


actin depolymerizing factor [Populus alba 




Populus tremula] 
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tl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223104 

LIB3165-039-Q1-K1-C3 

BLASTX 

g266893 

730 

1.0e-77 

141 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284__emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223105 

LIB3165-039-Q1-K1-C5 

BLASTX 

g294060 

174 

2.0e-12 

128 
33 

(L064 67) major latex protein [Papaver somnif erum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223106 

LIB3165-039-Q1-K1-C7 

BLASTX 

g2244924 

334 

3.0e-31 

93 
65 

(Z97339) glutaredoxin 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223107 

LIB3165-039-Q1-K1-C8 

BLASTX 

g2500378 

423 

1.0e-41 

87 
89 

60S RIBOSOMAL PROTEIN L37 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223108 

LIB3165-039-Q1-K1-D1 

BLASTX 

gl352821 

641 

3.0e-67 

124 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 



31618 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223109 

LIB3165-039-Q1-K1-D5 

BLASTX 

gl408471 

531 

2.0e-54 

117 

82 

(U48938) 
thaliana] 
factor 1 



actin depolymerizing factor 1 [Arabidopsis 
>gi_3851707 (AF102173) actin depolymerizing 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223110 

LIB3165-039-Q1-K1-D6 

BLASTX 

g68200 

531 

2.0e-54 

131 
82 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 


223111 


Seq. ID 


LIB3165-039-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


361 


E value 


2.0e-34 


Match length 


98 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223112 


Seq. ID 


LIB3165-039-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4559292 


BLAST score 


370 


E value 


2.0e-35 


Match length 


109 


% identity 


63 


NCBI Description 


(AF124148) trehalase 1 GMT RE 1 [Glycine max] 


Seq. No. 


223113 


Seq. ID 


LIB3165-039-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4454458 


BLAST score 


186 


E value 


6.0e-14 


Match length 


125 


% identity 


43 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223114 



31619 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3165-039-Q1-K1-E11 

BLASTX 

g2677828 

484 

8.0e-49 
135 
68 

(U93166) 



cysteine protease [Prunus armeniaca] 



223115 

LIB3165-039-Q1-K1-E12 

BLASTX 

g228403 

542 

1.0e-55 

121 
87 

glycolate oxidase [Lens culinaris] 
223116 

LIB3165-039-Q1-K1-E2 

BLASTX 

gl061040 

644 

1.0e-67 

128 
91 

(X8 98 67) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

223117 

LIB3165-039-Q1-K1-E3 

BLASTX 

g3953473 

451 

6.0e-45 

141 

72 

(AC002328) F2202.18 [Arabidopsis thaliana] 
223118 

LIB3165-039-Q1-K1-E4 

BLASTX 

gl788965 

187 

5.0e-14 

124 

37 

(AE000347) orf, hypothetical protein [Escherichia coli] 
223119 

LIB3165-039-Q1-K1-E5 

BLASTX 

g421843 

327 

2.0e-30 
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Match length 131 

% identity 57 t 

NCBI Description protein kinase (EC 2.7.1.37) 5 - Arabidopsrs thaliana 

>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 

kinase [Arabidopsis thaliana] 

Seq. No. 223120 

Seq. ID LIB3165-039-Q1-K1-E7 

Method BLASTX 

NCBI GI g3687652 

BLAST score 639 

E value 5.0e-67 

Match length 133 

% identity 94 

NCBI Description (AF047352) rubisco activase precursor [Datisca glomerata] 
223121 

LIB3165-039-Q1-K1-E9 
BLASTX 
g3023752 
346 

1.0e-32 

113 
63 

FERREDOXIN I PRECURSOR >giJL418982_emb_CAA99756_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 

Seq. No. 223122 

Seq. ID LIB3165-039-Q1-K1-F1 

Method BLASTX 

NCBI GI g3059131 

BLAST score 226 

E value 1.0e-18 

Match length 69 

% identity 62 

NCBI Description (AJ000478) cytochrome P450 [Helianthus tuberosus] 

Seq. No. 223123 

Seq. ID LIB3165-039-Q1-K1-F11 

Method BLASTX 

NCBI GI gll68411 

BLAST score 525 

E value 1.0e-53 

Match length 127 

% identity 83 

NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 

Seq. No. 223124 

Seq. ID LIB3165-039-Q1-K1-F12 

Method BLASTX 

NCBI GI gl354515 

BLAST score 317 

E value 3.0e-29 

Match length 139 

% identity 50 

NCBI Description (U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223125 

LIB3165-039-Q1-K1-F3 

BLASTX 

g2499966 

159 

1.0e-10 

107 
42 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223126 

LIB3165-039-Q1-K1-F4 

BLASTX 

g231688 

672 

1.0e-70 

134 
100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 


223127 


Seq. ID 


LIB3165-039-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


147 


E value 


2.0e-09 


Match length 


90 


% identity 


43 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq: No. 


223128 


Seq. ID 


LIB3165-039-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


495 


E value 


4.0e-50 


Match length 


95 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223129 

LIB3165-039-Q1-K1-F7 

BLASTX 

gl354515 

310 

2.0e-28 

139 
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% identity 

NCBI Description 



53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223130 

LIB3165-039-Q1-K1-F8 

BLASTX 

gl352821 

531 

2.0e-54 

103 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



beq. No. 


"51 


Seq. ID 


t tdqi mQ pii i<ri c\ 

LiDoibj~Ujy J\i bi 


Method 


JdLiAo 1 A 




on s (za o 
y ^ yKJD 0 ft O 


BLAST score 


265 


E value 


4.0e-23 


Match length 


1 n o 
lUo 


-5 identity 


A Q 

4 o 


NCBI Description 


(AF045244) ribitol kinase [Klebsiella pneumoniae] 


Seq. No. 




Seq. ID 


t tdo 1 c\ n n r\*\ r/"\ 1 


Method 


DliHo 1 A 


NLbl bl 


g4 4 lo y u o 




X U -J 


E value 


3.0e-ll 


Match length 


48 


% identity 


54 


NCBI Description 


(AC006282) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223133 


Seq. ID 


LIB3165-039-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


305 


E value 


7.0e-28 


Match length 


100 


% identity 


65 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


223134 


Seq. ID 


LIB3165-039-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3885513 


BLAST score 


329 


E value 


1.0e-30 


Match length 


68 


% identity 


87 


NCBI Description 


(AF084201) similar to chloroplast 50S ribosomal protein 
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[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223135 

LIB3165-039-Q1-K1-G6 

BLASTX 

gl352821 

590 

3.0e-61 

110 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223136 

LIB3165-039-Q1-K1-G7 

BLASTX 

gl31167 

447 

2.0e-44 

138 
67 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor - 

wood tobacco >gi_197 4 8_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 

223137 

LIB3165-039-Q1-K1-G8 

BLASTX 

g421826 

426 

5.0e-42 

125 

66 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_2 98036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223138 

LIB3165-039-Q1-K1-H1 

BLASTX 

g3913651 

381 

9.0e-37 

92 

76 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
{ FNR) >gi_2225993_emb_CAA7 4359_ (Y14032) 
ferredoxin — NADP{+) reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



223139 

LIB3165-039-Q1-K1-H10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl332579 
507 

1.0e-67 

140 
10 

(X98063) polyubiquitin [Pinus sylvestris] 
223140 

LIB3165-039-Q1-K1-H11 

BLASTX 

g3914605 

171 

2.0e-12 

97 
42 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223141 

LIB3165-039-Q1-K1-H3 

BLASTX 

g3417451 

417 

3.0e-41 

89 
89 

(AB013728) light-harvesting chlorophyll a/b-binding protein 
of photosystem II [Cryptomeria japonica] 

223142 

LIB3165-039-Q1-K1-H5 

BLASTX 

gl352821 

375 

5.0e-36 

67 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223143 

LIB3165-039-Q1-K1-H6 

BLASTX 

gl352821 

627 

1.0e-65 

124 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 
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ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223144 




Seq. ID 


LIB3165-039-Q1-K1-H7 




Mp-H hod 


BLASTX 




KffRT GT 


a68200 

y \J KJ £j \J v/ 




J_) ±J±\i*J JL O 1 — • <>> -1- ^5 


512 




TT vfl 1 IIP 

111 V QJ. 


4 . Oe-52 




LlCt LL>11 icny Uil 


125 






83 




NCBI Descriotion 


fructose -bisphosphate 


aldolase (EC 4.1.2.13) precursor, 


chloroplast - spinach 


>gi 22633 emb CAA47293 (X66814) 




f ructose-bisphosphate 


aldolase [Spinacia oleracea] 


O fc: • i\ U ■ 


??31 4 S 




Ocy . J- U 


LIB3165-039-O1-K1-H8 






BLASTX 




NCBI GI 


all68411 






500 




Hi value 


1 . 0e-50 




M^irh 1 on crt" h 


124 




& -j H On 1 — 1 "\~ \7 
o lucni — l l. _y 


82 




NCBI Description 


FRUCTOSE-BISPHOSPHATE 


ALDOLASE, CHLOROPLAST PRECURSOR 


C /-i KT/^i 
O c \^ * IN (J • 


223146 




oeq * xu 


LIB3165-039-Q1-K1-H9 




A/f /~> 4- V"i 


BLASTX 




MfRX rij 


gl00200 




.O-LjriO ± oOUIc 


488 




Hi value 


3.0e-49 




Mj^'hoh 1 on rf "h h 


123 




3- -1 Hpnh i t" v 
o _l Lie ii li ^ y 


76 




NCRT Dp sprint ion 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


223147 




Seq. ID 


LIB3165-040-Q1-K1-A1 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


666 




E value 


3.0e-70 




Match length 


125 




% identity 


96 




NCBI Description 


RIBULOSE BISPHOSPHATE 


CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 223148 

Seq. ID LIB3165-040-Q1-K1-A10 

Method BLASTX 

NCBI GI g2618721 

BLAST score 169 

E value 6.0e-12 

Match length 77 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(U49072) IAA16 [Arabidopsis thaliana] 
223149 

LIB3165-04 0-Q1-K1-A11 

BLASTX 

g4103987 

414 

1.0e-50 

122 
84 

(AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisuiu sativum] 

223150 

LIB3165-040-Q1-K1-A12 

BLASTX 

g3355480 

312 

9.0e-29 

101 

58 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223151 

LIB3165-040-Q1-K1-A5 

BLASTX 

g68200 

468 

5.0e-47 

115 

82 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi__22 633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

223152 

LIB3165-040-Q1-K1-A6 

BLASTX 

g3913414 

507 

2.0e-51 

135 
76 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 2 (ADOMETDC 2) 
(SAMDC 2) (SAMDC16) >gi_1155242 (U38527) 
S-adenosylmethionine decarboxylase 2 [Dianthus 
caryophyllus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223153 

LIB3165-040-Q1-K1-A7 

BLASTX 

g82188 

383 

5.0e-37 
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Match length 

% identity 

NCBI Description 



114 
69 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_19896__emb_CAA41713_ 
(X58 910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No. 
ID 



Seq 
Seq 
Method 
NCBI GI 



223154 

LIB3165-040-Q1-K1-B1 

BLASTX 

gll70897 

311 

1.0e-28 

86 
72 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

223155 

LIB3165-040-Q1-K1-B10 

BLASTX 

gl532135 



oLAoi score 


OUl 


E value 


X . ue Dz 


Match length 


1 "3 Q 

I Jo 


% identity 


83 


NCBI Description 


(U4 9442) chloroplast mRNA-binding protein CSP41 precursor 




[Spinacia oleracea] 


Seq. No. 


223156 


Seq. ID 


LIB3165-040-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


288 


E value 


7.0e-26 


Match length 


139 


% identity 


23 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223157 


Seq. ID 


LIB3165-040-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


203 


E value 


7.0e-16 


Match length 


106 


% identity 


40 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


223158 


Seq. ID 


LIB3165-040-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl076708 


BLAST score 


552 


E value 


8.0e-57 



31628 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



126 
25 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi__456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34 988) seed tetraubiquitin 
[Helianthus annuus] >gi__9947 85_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4 263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus ] 

223159 

LIB3165-040-Q1-K1-B7 

BLASTX 

gll7822 

653 

1.0e-68 

137 
90 

CYTOCHROME B6 >gi_65635_pir CENT 6 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (Z00044) cytochrome b6 [Nicotiana 
tabacum] >gi 225226 prf 1211235BH cytochrome b6 [Nicotiana 
tabacum] 

223160 

LIB3165-040-Q1-K1-B8 

BLASTX 

gl419090 

365 

7.0e-35 

104 

70 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

223161 

LIB3165-040-Q1-K1-B9 

BLASTX 

g!170507 

172 

3.0e-12 

45 

80 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699__emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 

223162 

LIB3165-04 0-Q1-K1-C1 

BLASTX 

gl354515 

255 



31629 



o 



E value 
Match length 
% identity 
NCBI Description 



5.0e-22 

103 
55 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223163 

LIB3165-040-Q1-K1-C2 

BLASTX 

gl814403 

660 

2.0e-69 

140 

89 

(U8488 9) methionine synthase 
crystallinum] 



[ Me s embr y ant hemum 



223164 

LIB3165-040-Q1-K1-C4 

BLASTX 

g4490297 

291 

2.0e-42 

127 

64 

(AL035678) putative protein [Arabidopsis thaliana] 
223165 

LIB31 65-04 0-Q1-K1-C5 

BLASTX 

gl352821 

398 

9.0e-39 

107 
76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223166 

LIB3165-040-Q1-K1-C6 

BLASTX 

gl66702 

250 

3.0e-26 

68 

91 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

223167 

LIB3165-040-Q1-K1-C7 

BLASTX 

g4115357 

261 



31630 



E value 


1.0e-22 


Match length 


137 


% identity 


43 


NCBI Description 


(AC005957) hypothetica! 


Seq. No. 


223168 


Seq. ID 


LIB3165-040-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


508 


E value 


1.0e-51 


Match length 


134 


% identity 


78 


NCBI Description 


(X15190) precursor (AA 


Seq. No. 


223169 


Seq. ID 


LIB3165-040-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


440 


E value 


1.0e-43 


Match length 


138 


% identity 


64 


NCBI Description 


RIBULOSE BISPHOSPHATE ' 



■68 to 337) [Pisum sativum] 



PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase /oxygenase activase 
apple tree >gi_415852_emb__CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 


223170 


Seq. ID 


LIB3165-040-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g!652745 


BLAST score 


260 


E value 


1.0e-22 


Match length 


112 


% identity 


43 


NCBI Description 


(D90908) hypothetical 


Seq. No. 


223171 


Seq. ID 


LIB31 65-04 0-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3928760 


BLAST score 


215 


E value 


3.0e-17 


Match length 


104 


% identity 


47 


NCBI Description 


(AB011797) homolog to 




[Citrus unshiu] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223172 

LIB3165-0 4 0-Q1-K1-D4 

BLASTX 

g289920 

697 

8.0e-74 



31631 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223173 

LIB3165-040-Q1-K1-D5 

BLASTX 

gl396054 

136 

1.0e-08 

39 
67 

(D86180) 
sativum] 



phosphoribosylanthranilate transferase [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223174 

LIB3165-040-Q1-K1-D7 

BLASTX 

g!352821 

584 

1.0e-60 

110 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBI SCO SMALL SUBUNIT) >gi__27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223175 

LIB3165-040-Q1-K1-D8 

BLASTX 

gll70711 

183 

9.0e-14 

65 
60 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 6083 2__emb_CAA5 318 1_ 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_17 6988 9_emb__CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

223176 

LIB3165-040-Q1-K1-D9 

BLASTX 

g3660471 

636 

1.0e-66 

135 
88 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 



223177 



31632 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-04 0-Q1-K1-E11 

BLASTX 

g2388577 

415 

9.0e-41 

136 
56 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb AC002329) . [Arabidopsis thaliana] 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223178 

LIB3165-04 0-Q1-K1-E2 

BLASTX 

gl709651 

411 

3.0e-40 

130 
62 

PLASTOCYANIN A PRECURSOR >gi_2117 4 31_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb__CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223179 

LIB3165-04 0-Q1-K1-E3 

BLASTX 

g505482 

669 

2.0e-70 

136 
93 

(X6434 9) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223180 

LIB3165 

BLASTX 

g729668 

300 

3.0e-27 

70 

84 

HISTONE 
drought 
(U01890 



•040-Q1-K1-E4 



HI >gi_2147479_pir S65059 histone HI, 

-inducible - Lycopersicon pennellii >gi_436823 
) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223181 

LIB3165-040-Q1-K1-E8 

BLASTX 

g231688 

664 

5.0e-72 

133 

100 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase 

1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



31633 



Seq. No. 


223182 


Seq. ID 


LIB3165-040-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


534 


E value 


1.0e-54 


Match length 


118 


% identity 


83 


NCBI Description 


(Z70677) thioredoxin 


Seq. No. 


223183 


Seq. ID 


LIB3165-040-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


249 


E value 


1.0e-24 


Match length 


72 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE 



{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223184 

LIB3165-040-Q1-K1-F2 

BLASTX 

g2529668 

652 

1.0e-68 

140 

87 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223185 , 

LIB31 65-04 0-Q1-K1-F3 

BLASTX 

g4539316 

301 

2.0e»33 

101 

81 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223186 

LIB31 65-04 0-Q1-K1-F8 

BLASTX 

g!31385 

516 

9.0e-55 

135 

85 



31634 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223187 

LIB3165-040-Q1-K1-G1 

BLASTX 

gl352821 

643 

2.0e-67 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223188 

LIB3165-040-Q1-K1-G10 

BLASTX 

g2129752 

344 

2.0e-32 

87 

68 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223189 

LIB3165-040-Q1-K1-G2 
BLASTX 
g289920 
-711 
2.0e-75 
134 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



223190 

LIB3165-040-Q1-K1-G3 

BLASTX 

gl946367 

507 

2.0e-51 

118 
81 

(U93215) unknown protein 
223191 

LIB3165-040-Q1-K1-G4 

BLASTX 

gl707017 

464 

6.0e-61 

136 



[Arabidopsis thaliana] 



31635 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(U78721) 



RNA helicase isolog [Arabidopsis thaliana] 



223192 

LIB3165-040-Q1-K1-G7 

BLASTX 

g3334113 

333 

4.0e-31 

89 
74 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

223193 

LIB3165-040-Q1-K1-G8 

BLASTX 

g3292831 

143 

7.0e-09 

124 

35 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



223194 

LIB3165-040-Q1-K1-H1 

BLASTX 

g403160 

333 

2.0e-43 
110 

74 

(L244 97) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Pyrus malus X domestical 

223195 

LIB3165-040-Q1-K1-H10 

BLASTX 

g4206206 

226 

1.0e-18 

105 
44 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

223196 

LIB3165-040-Q1-K1-H12 

BLASTX 

g2864613 

349 

5.0e-33 

127 
51 

(AL021811) S-receptor kinase -like protein [Arabidopsis 



31636 



thaliana] >gi_4 04 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223197 

LIB3165-04 0-Q1-K1-H2 

BLAST X 

g231610 

356 

7.0e-34 

118 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152__ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Sea No 


223198 


Seq. ID 


LIB31 65-04 0-O1-K1-H3 


Mot" Vi H 
lie Liiuu 


RT.A9TX 


NCBI GI 

i.N JL \J A. 


a3869088 


LJ±Jf\tJ X OOW-LC; 


583 


Hi V CL_L uc 


9 Op-fin 


1WT Th +■ r~* lr\ 1 d fi /T 4- Vi 

LYiatcn j_eiiyxii 


1 1 R 




Q7 


MPRT ripQCT"! "pil — i nn 


fARD1Q497^ nnn^t i nn f artor-1 alnhri TNi pot i rina Dani nil atal 


Seq. No. 


223199 


uclji 1U 


T.TR^I 0-O1 -K1 -PS 
jjiDJiuj \j i w -L rvx n^j 




RT.A9TY 


KfPRT CT 

IN^OX O-L 


y joo jooi 


oj-i^io J. o v_j j_ <c; 


585 


J_i V ct-L Liti 


1 t uc uu 


riaucn _i_enyxn 


117 


% identity 


92 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


223200 


Seq. ID 


LIB3165-04 0-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


529 


E value 


4.0e-54 


Match length 


114 


% identity 


91 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 




(D- FRUCTOSE-1, 6-BIS PHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 




>gi 67241 pir PASPY f ructose-bisphosphatase (EC 3.1.3.11), 




cytosolic - spinach >gi_21245_emb_CAA438 60_ (X61690) 




f ructose-bisphosphatase [Spinacia oleracea] 


Seq. No. 


223201 


Seq. ID 


LIB3165-04 0-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4454472 


BLAST score 


156 


E value 


1.0e-10 
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Match length 


94 


% identity 


40 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223202 


Seq. ID 


LIB3165-041-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4099835 


BLAST score 


416 


E value 


7.0e-41 


Match length 


112 


% identity 


63 


NCBI Description 


(U90266) bifunctional nuclease [Zinnia elegans] 


Seq. No. 


223203 


Seq. ID 


LIB31 65-04 1-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl781348 


BLAST score 


291 


E value 


2.0e-26 


Match length 


64 


% identity 


86 


NCBI Description 


(Y10380) homologous to plastidic aldolases [Solanum 




tuberosum] 


Seq. No. 


223204 


Seq. ID 


LIB31 65-04 1-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g587564 


BLAST score 


315 


E value 


2.0e-29 


Match length 


83 


% identity 


73 



NCBI Description (X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223205 

LIB3165-041-Q1-K1-A8 

BLASTX 

g417544 

590 

3.0e-61 

112 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209jpir A60695 photosystem I chain II precursor - 

cucumber >gi_625 966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 



Seq. No. 223206 

Seq. ID LIB3165-041-Q1-K1-A9 

Method BLASTX 

NCBI GI g4127456 

BLAST score 334 

E value 3.0e-31 



31638 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



II • 



117 
62 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
223207 

LIB31 65-04 1-Q1-K1-B10 

BLASTX 

g4091806 

545 

5.0e-56 

128 

82 

(AF052585) CONSTANS-like protein 2 [Malus domestical 
223208 

LIB3165-041-Q1-K1-B2 

BLASTX 

g4090943 

305 

7.0e-28 

123 
46 

(AF029984) COP1 homolog [Lycopersicon esculentum] 
223209 

LIB3165-041-Q1-K1-B6 

BLASTX 

g3885884 

523 

2.0e-53 

105 
90 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
223210 

LIB3165-041-Q1-K1-B7 

BLASTX 

g!353352 

320 

1.0e-29 

90 
73 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



223211 

LIB3165-041-Q1-K1-C10 

BLASTX 

g2980770 

395 

1.0e-38 

84 

88 

(AL022198) putative protein 
223212 

LIB3165-041-Q1-K1-C11 



kinase [Arabidopsis thaliana] 



31639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262164 

168 

9.0e-12 

64 
59 

(AC002329) 



putative obtusifoliol 14-alpha demethylase 



Seq. No. 
Seq. ID 
Method 



[Arabidopsis thaliana] 
223213 

LIB3165-041-Q1-K1-C12 

BLASTX 

g2262164 

157 

2.0e-10 

64 
58 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

223214 

LIB3165-041-Q1-K1-C8 

BLASTX 

g3914603 

665 

4.0e-70 

132 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223215 

LIB3165-041-Q1-K1-D10 

BLASTX 

g289920 

743 

3.0e-79 

140 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223216 

LIB3165-041-Q1-K1-D11 

BLASTX 

g3980394 

182 

2.0e-13 

94 

46 

(AC004561) putative zinc transporter [Arabidopsis thaliana] 
223217 

LIB3165-041-Q1-K1-D2 
BLASTX 



31640 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289920 
242 

4.0e-25 

80 
76 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223218 

LIB3165-041-Q1-K1-D4 

BLASTX 

gll5813 

309 

1.0e-51 

140 

73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



223219 

LIB3165-041-Q1-K1-D7 
BLASTX 



NCBI GI 


g3288821 


BLAST score 


318 


E value 


1.0e-29 


Match length 


99 


% identity 


64 


NCBI Description 


(AF063901) alanine :glyoxylate aminotransferase; 




transaminase [Arabidopsis thaliana] 


Seq. No. 


223220 


Seq. ID 


LIB3165-041-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


369 


E value 


2.0e-35 


Match length 


123 


% identity 


64 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223221 


Seq. ID 


LIB3165-041-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl26334 


BLAST score 


171 


,.E value 


4.0e-12 


Match length 


82 


% identity 


46 


NCBI Description 


LIPASE PRECURSOR ( TRIACYLGLYCEROL LIPASE) 



>gi_79925_pir A24075 lipase precursor 

hyicus >gi_47136_emb_CAA2 6602_ (X02844) 
[Staphylococcus hyicus] 



- Staphylococcus 
precursor 



Seq. No. 
Seq. ID 

Method 



223222 

LIB3165-041-Q1-K1-E10 
BLASTX 



31641 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3165581 
187 

5.0e-14 

106 
39 

(AF067942) similar to lysosomal acid lipases (SW:P38571) 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223223 

LIB3165-041-Q1-K1-E2 

BLASTX 

g3660471 

532 

1.0e-54 

116 
84 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223224 

LIB3165-041-Q1-K1-E7 
BLASTX 
gl352821 
585 

1.0e-60 
109 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 


223225 


Seq. ID 


LIB3165-041-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4220477 


BLAST score 


281 


E value 


4.0e-25 


Match length 


113 


% identity 


56 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223226 


Seq. ID 


LIB3165-041-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


555 


E value 


4.0e-57 


Match length 


117 


% identity 


95 


NCBI Description 


HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi 999396 bbs 



_163637 

(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 



223227 



31642 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-041-Q1-K1-F7 

BLASTX 

gl352821 

630 

6.0e-66 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223228 

LIB31 65-04 1-Q1-K1-F8 

BLASTX 

gl352821 

554 

5.0e-57 

107 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223229 

LIB3165-041-Q1-K1-G5 

BLASTX 

g2501568 

163 

3.0e-ll 

54 
52 

HYPOTHETICAL 28 
>gi_1001342_dbj 



8 KD PROTEIN SLL0506 

BAA10829 (D64006) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223230 

LIB31 65-04 1-Q1-K1-G8 

BLASTX 

g3292824 

297 

6.0e-27 

77 

75 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223231 

LIB3165-041-Q1-K1-G9 

BLASTX 

g289920 

605 

4.0e-63 
112 

100 



31643 



II • 



NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


o o o o o o 

223232 


Seq. ID 


LIB3165-041-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3426043 


BLAST score 


595 


E value 


8.0e-62 


Match length 


134 


% identity 


77 


NCBI Description 


(AC005168) putative choline kinase [Arabidopsis thaliana] 


Seq. No. 


223233 


Seq. ID 


LIB3165-041-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


44 


% identity 


73 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


223234 


Seq. ID 


LIB31 65-04 1-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2088651 


BLAST score 


419 


E value 


3. Oe-41 


Match length 


125 


% identity 


63 


NCBI Description 


(AF002109) hypersensitivity-related gene 201 isolog 




[Arabidopsis thaliana] 


Seq. No. 


223235 


Seq. ID 


LIB31 65-04 1-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2815246 


BLAST score 


225 


E value 


2.0e-18 


Match length 


55 


% identity 


73 


NCBI Description 


(X95709) class I type 2 metallothionein [Cicer arietinum] 


Seq. No. 


223236 


Seq. ID 


LIB3165-041-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2969887 


BLAST score 


454 


E value 


3.0e-45 


Match length 


138 


% identity 


65 


NCBI Description 


(Y16766) sucrose/H+ symporter [Daucus carota] 




>gi_2 96988 9_emb_CAA7 63 68_ (Y16767) sucrose/H+ symporter 




[Daucus carota] 


Seq. No. 


223237 



31644 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-042-Q1-K1-A10 

BLASTX 

gl352821 

342 

2.0e-32 

67 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223238 

LIB3165-042-Q1-K1-A11 

BLASTX 

g2864617 

141 

1.0e-08 

110 

36 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



iike 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223239 

LIB3165-042-Q1-K1-A12 

BLASTX 

g266893 

699 

5.0e-74 

134 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223240 

LIB3165-042-Q1-K1-A3 

BLASTX 

gl353352 

167 

3.0e-12 

71 
52 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223241 

LIB3165-042-Q1-K1-A4 

BLASTX 

g430947 

507 

2.0e-51 

128 

80 



31645 



NCBI Description 



(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223242 

LIB3165-042-Q1-K1-A6 

BLASTX 

gl31385 

463 

2.0e-46 

116 

83 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223243 

LIB3165-042-Q1-K1-A8 

BLASTX 

gl354515 

213 

2.0e-17 

82 

61 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 


223244 


Seq. ID 


LIB3165-042-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4455177 


BLAST score 


271 


E value 


7.0e-24 


Match length 


102 


% identity 


53 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


223245 


Seq. ID 


LIB3165-042-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3413167 


BLAST score 


369 


E value 


2.0e-35 


Match length 


73 


% identity 


99 


NCBI Description 


(AJ010225) elongation factor 1-alpha [Cicer arietinum 


Seq. No. 


223246 


Seq. ID 


LIB3165-042-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


632 


E value 


3.0e-66 


Match length 


135 


% identity 


90 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana] 



Seq. No. 223247 

31646 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-042-Q1-K1-B4 
BLASTX 
gl352821 
570 

6.0e-59 

108 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase {EC 4 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsuturn] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



223248 

LIB3165-042-Q1-K1-B5 

BLASTX 

g416681 

318 

2.0e-29 

99 
65 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404__pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223249 

LIB3165-042-Q1-K1-B6 

BLASTX 

g289920 

586 

7.0e-61 

114 
96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsuturn] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223250 

LIB3165-042-Q1-K1-B7 

BLASTX 

gl352821 

343 

2.0e-32 

68 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsuturn] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223251 

LIB3165-042-Q1-K1-B8 

BLASTX 

gll68411 

295 



31647 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

117 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223252 

LIB3165-042-Q1-K1-C1 

BLASTX 

g2662343 

602 

1.0e-62 

115 
100 

(D63581) EF-1 alpha [Oryza sativa] 
223253 

LIB3165-042-Q1-K1-C12 

BLASTX 

g289920 

577 

8.0e-60 

110 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223254 

LIB3165 

BLASTX 

g542020 

479 

3.0e-48 

117 

77 

sucrose 
>gi_4 68 
communi 



■042-Q1-K1-C2 



transport protein - castor bean 
562_emb_CAA83436_ (Z31561) sucrose carrier [Ricinus 
s] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223255 

LIB3165-042-Q1-K1-C3 

BLASTX 

gl00200 

482 

1.0e-48 

122 
76 

chlorophyll a/b-binding protein type I precursor - tomato 



223256 

LIB3165-042-Q1-K1-C4 

BLASTX 

g417103 

618 

2.0e-64 

125 

99 

HISTONE H3.2, MINOR >gi_282871_pir_ 



S24346 histone 



31648 



H3.3-like protein - Arabidopsis thaliana 

>gi_16324__emb_<:AA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA4 2958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754__emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 907 55_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223257 

LIB3165-042-Q1-K1-C6 

BLASTX 

g505482 

357 

3.0e-35 

104 

82 

(X6434 9) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223258 

LIB31 65-04 2-Q1-K1-C7 

BLASTX 

g!352821 

529 

4.0e-54 

101 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi 279581 pir RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223259 

LIB3165-042-Q1-K1-D5 

BLASTX 

gl00200 

263 

4 ,0e-32 

105 
71 

chlorophyll a/b-binding protein type I precursor 



tomato 



Seq. No. 
Seq. ID 

Method 



223260 

LIB3165-042-Q1-K1-D9 
BLASTX 



31649 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl483218 
229 

5.0e-19 

105 

50 

(X997 93) induced upon wounding stress [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223261 

LIB3165-042-Q1-K1-E1 

BLASTX 

g4234941 

513 

3.0e-52 

121 

88 

(AF0 97 938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

223262 

LIB3165-042-Q1-K1-E10 

BLASTX 

g430947 

442 

7.0e-44 

108 
81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223263 

LIB3165-042-Q1-K1-E12 

BLASTX 

g3243234 

270 

1.0e-23 

123 

44 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223264 

LIB3165-042-Q1-K1-E2 

BLASTX 

gl352821 

614 

4.0e-64 

114 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223265 

LIB31 65-04 2-Q1-K1-E3 



31650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00616 

232 

2.0e-19 

57 
81 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi__167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223266 

LIB3165-042-Q1-K1-E7 

BLASTX 

gl363556 

170 

4.0e-12 

47 

64 

hypothetical protein 58 
>gi_9 0 2 2 97_emb_CAA6 0 3 6 1_ 



maize chloroplast 
(X86563) ORF58 [Zea mays] 



Seq. No. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223267 

LIB3165-042-Q1-K1-E8 

BLASTX 

gl352821 

471 

2.0e-47 

89 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223268 

LIB3165-042-Q1-K1-F10 

BLASTX 

gl352821 

543 

1.0e-55 

105 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223269 

LIB3165-042-Q1-K1-F11 

BLASTX 

g231573 

164 

7.0e-23 



31651 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
64 

L -ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb__CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustif olius] 

223270 

LIB3165-042-Q1-K1-F12 

BLASTX 

g4115379 

314 

6.0e-29 

114 

61 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223271 

LIB3165-042-Q1-K1-F4 

BLASTX 

gl352821 

594 

1.0e-61 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223272 


Seq. ID 


LIB3165-042-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


268 


E value 


2.0e-23 


Match length 


140 


% identity 


41 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


223273 


Seq. ID 


LIB3165-042-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2190012 


BLAST score 


337 


E value 


1.0e-31 


Match length 


108 


% identity 


63 


NCBI Description 


(AB004242) dinl [Raphanus sativus] 


Seq. No. 


223274 


Seq. ID 


LIB3165-042-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl351270 


BLAST score 


418 



31652 



E value 
Match length 
% identity 
NCBI Description 



4.0e-41 

118 

69 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_4 78410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 


223275 


Seq. ID 


LIB3165-042-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


305 


E value 


7.0e-28 


Match length 


87 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223276 


Seq. ID 


LIB3165-042-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


546 


E value 


4.0e-56 


Match length 


105 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223277 

LIB3165-042-Q1-K1-G4 

BLASTX 

g481132 

150 

1.0e-09 

31 

94 

sucrose transport protein SUC1 - Arabidopsis thaliana 
>gi__4 07094_emb_CAA53147_ (X75365) sucrose-proton symporter 
[Arabidopsis thaliana] 

223278 

LIB3165-042-Q1-K1-G6 

BLASTX 

gll5471 

479 

3.0e-48 

139 
67 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



31653 



S*eq. No. 


223279 


Seq. ID 


LIB3165-042-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g31584 76 


BLAST score 


372 


E value 


7.0e-36 


Match length 


82 


% identity 


85 


NCBI Description 


(AF067185) aquaporin 


Seq. No. 


223280 


Seq. ID 


LIB3165-042-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


569 


E value 


8.0e-59 


Match length 


107 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE 



2 [Samanea saman] 



(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223281 

LIB3165-042-Q1-K1-H3 

BLASTX 

g3834388 

222 

3.0e-18 

118 
45 

(AF038547) beta-1, 4-mannanase [Bacillus stearothermophilus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223282 

LIB3165-042-Q1-K1-H4 

BLASTX 

g3702327 

201 

1.0e-15 

111 

49 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223283 

LIB3165-042-Q1-K1-H6 

BLASTX 

g2369714 

577 

7.0e-60 

116 

94 

(Z97178) elongation factor 2 



[Beta vulgaris] 



Seq. No. 
Seq. ID 

Method 



223284 

LIB3165-042-Q1-K1-H7 
BLASTX 



31654 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g20729 
331 

5.0e-31 

101 
68 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 



223285 

LIB3165-042-Q1-K1-H8 

BLASTX 

g68064 

155 

1.0e-10 

56 

62 

ribulose-bisphosphate carboxylase (EC 4, 
precursor - rape >gi_17855_emb_CAA30290_ 
ssu precursor [Brassica napus] 



1.1.39) small chain 
(X07367) rubisco 



223286 

LIB3165-043-Q1-K1-A10 

BLASTX 

gl778095 

409 

5.0e-40 

118 

67 

(U64 903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



223287 

LIB3165-043-Q1-K1-A11 

BLASTX 

gll68411 

551 

1.0e-56 

137 
82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 



223288 

LIB3165-043-Q1-K1-A12 

BLASTX 

gl00616 

186 

4.0e-14 

43 
86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167 093 (M55448) ribulose 1 , 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi__167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

223289 

LIB3165-043-Q1-K1-A7 



31655 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2739375 

225 

2.0e-18 

126 
45 

(AC002505) 



unknown protein [Arabidopsis thaliana] 



223290 

LIB3165-043-Q1-K1-A9 

BLASTX 

g3334197 

446 

2.0e-44 

113 

74 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) >gi_2894400_emb_CAA94902_ (Z71184) T-protein 
[Flaveria anomala] 

223291 

LIB3165-043-Q1-K1-B11 

BLASTX 

gl709651 

229 

5.0e-28 

124 
62 

PLASTOCYANIN A PRECURSOR >gi_2117 431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

223292 

LIB3165-043-Q1-K1-B12 

BLASTX 

gll68408 

629 

8.0e-66 

134 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223293 

LIB3165-043-Q1-K1-B2 

BLASTX 

gll73347 

596 

6.0e-62 

126 

91 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 
>gi 100803_pir S23452 sedoheptulose-bisphosphatase (EC 



31656 



3.1.3.37). precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-I, 7-foisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223294 

LIB3165-043-Q1-K1-B4 

BLASTX 

g231688 

282 

9.0e-26 

59 

90 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase 

1.11.1- 6-) - upland cotton >gi_184 8 8_emb_CAA39998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



Seq. No. 


223295 


Seq. ID 


LIB3165-043-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


519 


E value 


6. Oe-53 


Match length 


123 


% identity 


80 


NCBI Description 


(AF063901) alanine :glyoxylate aminotransferase 




transaminase [Arabidopsis thaliana] 


Seq. No. 


223296 


Seq. ID 


LIB3165-043-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl527219 


BLAST score 


347 


E value 


9.0e-33 


Match length 


76 


% identity 


83 


NCBI Description 


(U68218) ATP sulphurylase [Brassica napus] 


Seq. No. 


223297 


Seq. ID 


LIB3165-043-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


762 


E value 


2.0e-81 


Match length 


145 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223298 

LIB3165-043-Q1-K1-C7 

BLASTX 

g3288821 

488 

3.0e-49 



31657 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
79 

(AF063901) alanine: glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

223299 

LIB3165-043-Q1-K1-C9 

BLASTX 

gl20669 

439 

1.0e-43 

89 
91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42 905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

223300 

LIB3165-043-Q1-K1-D1 

BLASTX 

g3287270 

175 

3.0e-13 

50 
72 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
223301 

LIB3165-043-Q1-K1-D11 

BLASTX 

gll69494 

147 

2.0e-09 

30 

97 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_949873_emb_CAA61444_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223302 

LIB3165-043-Q1-K1-D6 

BLASTX 

gl20663 

279 

2.0e-50 

139 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi__66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



31658 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



223303 

LIB3165-043-Q1-K1-D9 

BLASTX 

gl352821 

593 

1.0e-61 

111 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223304 

LIB3165-043-Q1-K1-E10 

BLASTX 

gl352821 

612 

8.0e-64 

114 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223305 

LIB3165-043-Q1-K1-E11 

BLASTX 

gll74162 

638 

7.0e-67 

121 

93 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
223306 

LIB3165-043-Q1-K1-E12 

BLASTX 

g3242702 

333 

4.0e-31 

137 
48 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
223307 

LIB3165-043-Q1-K1-E3 

BLASTX 

g3080428 

239 

1.0e-20 

62 



31659 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AL022604) putative protein [Arabidopsis thaliana] 
223308 

LIB31 65-04 3-Q1-K1-E4 

BLASTX 

g2632109 

168 

2.0e-21 

132 
45 

(AJ000508) phospholipid glutathione peroxidase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223309 

LIB3165-043-Q1-K1-E6 

BLASTX 

g3334223 

510 

7.0e-52 

143 

69 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi_2392518 (U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi_3098559 (AF047834) 4-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] 

223310 

LIB31 65-04 3-Q1-K1-E7 

BLASTX 

g2605911 

349 

2.0e-66 

138 
91 

(AF029258) plasma membrane H-f-ATPase [Kosteletzkya 
virginica] 

223311 

LIB3165-043-Q1-K1-E9 

BLASTX 

gll5705 

395 

6.0e-66 

128 
94 

CATALASE >gi_27 9448_pir CSPM catalase (EC 1.11.1.6) - 

garden pea >gi_20677_emb_CAA4 2736_ (X60169) catalase [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223312 

LIB31 65-04 3-Q1-K1-F10 

BLASTX 

g285739 

392 



31660 



© 



E value 
Match length 
% identity 
NCBI Description 



5.0e-38 

125 

57 

(D14605) AX110P [Daucus carota] >gi_740202_prf 2004427A 

embryogenesis-associated protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223313 

LIB3165-043-Q1-K1-F11 

BLASTX 

gl66834 

711 

2.0e-75 

138 
97 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi__2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223314 

LIB31 65-04 3-Q1-K1-F12 

BLASTX 

gll69384 

490 

2.0e-49 

101 
87 * 

DNAJ PROTEIN HOMOLOG ANJ1 >gi_543510__pir_ 
ANJ1 protein - Atriplex nummularia 



_JQ2142 chaperone 



Seq. No. 


223315 


Seq. ID 


LIB3165-043-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3402705 


BLAST score 


184 


E value 


9.0e-14 


Match length 


104 


% identity 


43 


NCBI Description 


(AC004261) hypothetical 


Seq. No. 


223316 


Seq. ID 


LIB3165-043-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g479406 


BLAST score 


275 


E value 


4.0e-51 


Match length 


115 


% identity 


59 


NCBI Description 


chlorophyll a/b-binding 




> gi_2 0 67 l_emb_CAA4 9 1 4 9_ 




protein [Pisum sativum] 


Seq. No. 


223317 


Seq. ID 


LIB31 65-04 3-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3426041 


BLAST score 


98 


E value 


2.0e-09 



(X69215) chlorophyll a/b-binding 



31661 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
46 

(AC005168) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223318 

LIB3165-043-Q1-K1-F6 

BLASTX 

gll68408 

633 

3.0e-66 

136 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507__emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223319 

LIB3165-043-Q1-K1-F7 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_eirib_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223320 

LIB3165-043-Q1-K1-G1 

BLASTX 

g!352821 

350 

1.0e-33 
74 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223321 

LIB3165-043-Q1-K1-G11 

BLASTX 

g3360289 

129 

4.0e-09 

51 

63 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 



223322 



31662 




Seq. ID 


LIB3165-043-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


511 


E value 


5. Oe-52 


Match length 


119 


% identity 


83 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


223323 


Seq. ID 


LIB3165-043-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2c olzz 


BLAST score 


367 


E value 


4.0e-39 


Match length 


92 


% identity 


84 


NCBI Description 


(D14576) glutamine synthetase [Zea mays] 


Seq. No. 


223324 


Seq. ID 


LIB3165-043-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4091806 


BLAST score 


578 


E value 


7.0e-60 


Match length 


137 


% identity 


80 


NCBI Description 


(AF052585) CONSTANS-like protein 2 [Malus domestical 


Seq. No. 


223325 


Seq. ID 


LIB3165-04 3-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


310 


E value 


2.0e-28 


Match length 


135 


% identity 


52 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No. 


223326 


Seq. ID 


LIB3165-043-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3913651 


BLAST score 


141 


E value 


7 . 0e-09 


Match length 


58 


% identity 


42 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 


(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 




ferredoxin — NADP(+) reductase [Nicotiana tabacum] 


Seq. No. 


223327 


Seq. ID 


LIB3165-043-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


390 


E value 


7.0e-38 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
80 

(AF085275) DnaJ protein [Hevea brasiliensis] 
223328 

LIB3165-043-Q1-K1-H4 

BLASTX 

gl20663 

255 

3.0e-22 

82 
65 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi__66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

223329 

LIB31 65-04 3-Q1-K1-H7 

BLASTX 

gl352821 

627 

1.0e-65 

116 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi^27 958 l_pir RKCNSU 

ribulose-blsphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223330 

LIB3165-043-Q1-K1-H8 

BLASTX 

gl352681 

189 

3.0e-14 

115 

43 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

223331 

LIB3165-043-Q1-K1-H9 

BLASTX 

gl345698 

652 

2.0e-68 

135 
90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 



31664 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__452314_emb__CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

223332 

LIB3165-044-Q1-K1-A10 

BLASTX 

g226996 

609 

2.0e-63 

132 

89 

petB2 gene [Pisum sativum] 
223333 

LIB3165-04 4-Q1-K1-A11 

BLASTX 

g4406530 

347 

8.0e-33 

118 

63 

(AF126870) rubisco activase [Vigna radiata] 



223334 

LIB3165-04 4-Q1-K1-A4 

BLASTX 

g!24224 

483 

7.0e-49 

97 

94 

INITIATION FACTOR 5A-1 
>gi_10034 5_pir S21060 



(EIF-5A) (EIF-4D) 

translation initiation factor eIF-5A 
- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223335 

LIB31 65-04 4-Q1-K1-A5 

BLASTX 

g2493129 

243 

9.0e-21 

69 

74 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

223336 

LIB3165-04 4-Q1-K1-A8 

BLASTX 

g3023752 

279 

8.0e-25 

101 
58 

FERREDOXIN I PRECURSOR >gi_1418 982_emb_CAA997 56_ (Z75520) 



31665 



ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223337 

LIB3165-044-Q1-K1-A9 

BLASTX 

gl352821 

309 

1.0e-28 

84 
79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223338 

LIB3165-044-Q1-K1-B10 

BLASTX 

g3832512 

541 

2.0e-55 

138 

75 

(AF0 97 922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 

223339 

LIB3165-044-Q1-K1-B11 

BLASTX 

gl00616 

272 

6.0e-46 

129 
77 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223340 

LIB3165-044-Q1-K1-B12 

BLASTX 

g2494076 

479 

3.0e-48 

103 
87 

NADP-DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) ( GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) {TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 



223341 
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Seq. ID 


LIB3165-044-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g470373 


BLAST score 


183 


E value 


2.0e-13 


Match length 


112 


% identity 


36 


NCBI Description 


(U00047) ZK418.5 gene product [Caenorhabditis 


Seq. No. 


223342 


Seq. ID 


LIB3165-04 4-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


507 


E value 


1.0e-51 


Match length 


110 


% identity 


93 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26 




oleracea var. botrytis] 


Seq. No. 


223343 


Seq. ID 


LIB3165-04 4-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g!856971 


BLAST score 


524 


E value 


2.0e-53 


Match length 


109 


% identity 


92 


NCBI Description 


(D26058) This gene is specifically expressed 




during the cell cycle in the synchronous culti 




periwinkle cells. [Catharanthus roseus] 


Seq. No, 


223344 


Seq. ID 


LIB31 65-04 4-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


645 


E value 


1.0e-67 


Match length 


121 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



[Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223345 

LIB3165-04 4-Q1-K1-C10 

BLASTX 

g3687652 

410 

8.0e-63 

135 
88 

(AF047352) rubisco activase precursor [Datisca glomerata] 
223346 



31667 



Seq. ID 


LIB3165-044-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


582 


E value 


2.0e-60 


Match length 


134 


% identity 


80 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 




PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 




ribulose-1, 5-bisphosphate carboxylase/oxygenase acti 




[Oryza sativa] 


Seq. No. 


223347 


Seq. ID 


LIB3165-044-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


216 


E value 


2.0e-17 


Match length 


112 


% identity 


48 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Popul 




tremuloides] 


Seq. - No . 


223348 


Seq. ID 


LIB31 65-04 4-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4454458 


BLAST score 


307 


E value 


4.0e-28 


Match length 


136 


% identity 


55 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223349 


Seq. ID 


LIB3165-044-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g399082 


BLAST score 


210 


E value 


9.0e-17 


Match length 


134 


% identity 


40 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 




>gi 322713 pir S28171 H+-transporting ATP synthase 




3.6.1.34) delta chain, chloroplast - garden pea >gi_ 




(M94558) ATP synthase delta subunit [Pisum sativum] 


Seq. No. 


223350 


Seq. ID 


LIB31 65-04 4-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


233 


E value 


4.0e-31 


Match length 


104 


% identity 


68 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223351 



31668 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. Hb. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3165-044-Q1-K1-C6 

BLASTX 

gl352821 

595 

8.0e-62 

114 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223352 

LIB3165-044-Q1-K1-C7 

BLASTX 

g2443751 

447 

2.0e-44 

103 
84 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi_2 52967 6 
putative fumarase [Arabidopsis thaliana] 



223353 

LIB3165-044-Q1-K1-D10 

BLASTX 

g231688 

727 

2.0e-77 

141 

97 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase 

1.11.1.6) - upland cotton >gi_18488__emb_CAA3 9998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



223354 

LIB31 65-04 4-Q1-K1-D11 

BLASTX 

gll5471 

434 

6.0e-43 

137 
64 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

223355 

LIB3165-044-Q1-K1-D4 

BLASTX 

gl354515 

290 

4.0e-26 

137 

50 
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NCBI Description 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223356 

LIB3165-04 4-Q1-K1-D6 

BLASTX 

g4115934 

443 

5.0e-44 

116 
74 

(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB : AE000850 ) 
[Arabidopsis thaliana] 



Seq. No. 


223357 


Seq. ID 


LIB31 65-04 4-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


157 


E value 


2.0e-10 


Match length 


90 


% identity 


41 


NCBI Description 


(AC005310) unknown protein [Arabidopsis 


Seq. No. 


223358 


Seq. ID 


LIB3165-04 4-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl00488 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


123 


% identity 


35 


NCBI Description 


TNP2 protein - garden snapdragon 


Seq. No. 


223359 


Seq. ID 


LIB3165-044-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


585 


E value 


1.0e-60 


Match length 


109 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223360 

LIB3165-044-Q1-K1-E11 

BLASTX 

g4567227 

395 

2.0e-38 

135 
53 
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NCBI Description 



(AC007119) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223361 

LIB3165-044-Q1-K1-E12 

BLASTX 

g505482 

508 

1.0e-56 

128 
89 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq: No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223362 

LIB3165-044-Q1-K1-E2 

BLASTX 

g2677828 

456 

1.0e-45 

118 
70 

(U93166) cysteine protease [Prunus armeniaca] 
223363 

LIB31 65-04 4-Q1-K1-E5 

BLASTX 

gl346155 

543 

8.0e-56 

119 

88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223364 

LIB3165-044-Q1-K1-E8 

BLASTX 

g3264759 

534 

1.0e-54 

126 
83 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
223365 

LIB3165-044-Q1-K1-F1 

BLASTX 

g4091806 . 

484 

7.0e-49 

96 

90 
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NCBI Description (AF052585) CONSTANS-like protein 2 [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223366 

LIB3165-044-Q1-K1-F12 

BLASTX 

gll72873 

310 

4.0e-45 

129 

65 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619__dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 





223367 


UClji X U 


LIB3165-04 4-O1-K1-F2 


L JC L. 11WU 


BLASTX 


MPRT CI 




TD T ACT 1 c r*r\~r~GL 


4 n 4 

t U *i 


J_l V GL -L 


2 . Oe-39 


M a +~ o H ~\ An At~h 

lxiaLCii xcxiy uii 


124 


% identity 


u -L 


INUO-L UefaCX X£J L XCJII 


^ Zj U — / / \J y ill 1 E L LC i — L auo \J ±- LCI [v^uu O a. i — lv uoj 


Seq. No. 


223368 


JCtj. x u 


T.TR31 6S-04 4-01-K1-F4 


TWI - — i 4- I^l /-i/J 

jxietnoQ 


RT A^TY 


MpDT pT 
LNU.DX bl 


yj£UOXJj.u 




115 


Hi Value 


X • Ut! X U 


ixiaucn xengen 


3 0 


9- -I Hpnl — i 1~ \r 


71 




( APOn 9 ? ^ ^ nnlrrmwn nrrifpi n r Ar^bi Honsi <3 thaliana! 

^ X^.Vj' V U J <J U / U.A 1 JVi ± W Wll N-- 1 J_ W 1 ^3 XI 1 |_ -TaJ- O-Jw' -L. v-AW k> O _l_ uJ (w-i.lCJ.-l L U11U J 


Seq. No. 


223369 


Seq. ID 


LIB3165-044-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl28405 


BLAST score 


318 


E value 


2.0e-29 


Match length 


112 


% identity 


60 


NCBI Description 


NODULIN 21 (N-21) >gi 99942 pir S08632 nodulin-21 


soybean >gi 18 694_emb_CAA34506_ (X16488) nodulin-2 




1-201) [Glycine max] 


Seq. No. 


223370 


Seq. ID 


LIB3165-044-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


483 


E value 


8.0e-49 


Match length 


119 


% identity 


80 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 



(AA 



31672 



Seq. No. 


223371 


Seq. ID 


LIB3165-04 4-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gi / / bUUo 


BLAST score 


290 


E value 


5.0e-38 


Match length 


92 


% identity 


92 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


223372 


Seq. ID 


LIB3165-044-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


go / ooyzo 


BLAST score 


366 


E value 


4.0e-35 


Match length 


92 


% identity 


77 


NCBI Description 


(AC004450) putative AflO-protein [Arabidopsis thaliana] 


Seq. No. 


223373 


Seq. ID 


LIB3165-044-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4263711 


BLAST score 


431 


E value 


1.0e-42 


Match length 


95 


%. identity 


80 


NCBI Description 


(AC006223) putative CCR4-associated transcription factor 




[Arabidopsis thaliana] 


Seq. No. 


223374 


Seq. ID 


LIB31 65-04 4-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4033469 


BLAST score 


390 


E value 


8 . 0e-3o 


Match length 


114 


% identity 


44 


NCBI Description 


ARGININE/SERINE-RICH SPLICING FACTOR RSP41 




>gi 1707370__emb_CAA67799__ (X99436) splicing factor 




[Arabidopsis thaliana] 


Seq. No. 


223375 


Seq. ID 


LIB3165-044-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


165 


E value 


9.0e-12 


Match length 


60 



% identity 55 

NCBI Description PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658__pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA5 6113__ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

Seq. No. 223376 



31673 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-044-Q1-K1-G9 

BLASTX 

gl352821 

585 

1.0e-60 

109 
98 

RIBULOSS BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_embj3AA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223377 


Seq. ID 


LIB31 65-04 4-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


192 


E value 


1 . Oe-14 




98 




43 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago 


t_J ~ ^ • IN ■ 


223378 


Seq. ID 


LIB3165-044-O1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl486472 




233 


W T7"p 1 np 


1 . Oe-19 




53 


% identitv 


85 


i\v^h)j. i_/ c o o i l^j t Luii 


\ s ~/ u *j ^ } UAuyiULaiatc illci.-L d. i_ c LiaiioiuoaLUi [_ ouiuii ulill 






Seq. No. 


223379 


Seq. ID 


LIB31 65-04 4-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3023501 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


46 


% identity 


61 


NCBI Description 


PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) 




>gi__2224431_dbj_BAA57915__ (AB001684) ATP-dependent 




protease proteolytic subunit [Chlorella vulgaris] 


Seq. No. 


223380 


Seq. ID 


LIB3165-04 4-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


370 


E value 


1.0e-35 


Match length 


75 


% identity 


96 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31674 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_4 5050 5_emb__CAA3 802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223381 

LIB3165-04 4-Q1-K1-H5 

BLASTX 

g3914472 

279 

5.0e-25 

68 

78 

PHOTOS YSTEM II 
>gi_322764_pir 



tobacco >gi_22669_emb_CAA49693 
tabacum] 



10 KD POLYPEPTIDE PRECURSOR (PII10) 
_S32021 photosystem II 10K protein - common 
(X70088) NtpIIlO [Nicotiana 



Seq. No. 


223382 


Seq. ID 


LIB3165-044-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4115357 


BLAST score 


323 


E value 


6.0e-30 


Match length 


132 


% identity 


52 


NCBI Description 


(AC005957) hypothetical protein 


Seq. No. 


223383 


Seq. ID 


LIB3165-044-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3287696 


BLAST score 


201 


E value 


1.0e-15 


Match length 


78 


% identity 


56 


NCBI Description 


(AC003979) Strong similarity to 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

223384 

LIB3165-045-Q1-K1-A11 

BLASTX 

gl31384 

321 

9.0e-30 

74 
82 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_8 1 934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 16114 61A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



31675 



II 



Seq. No. 


223385 


Seq. ID 


LIB3165-045-Q1-K1-A12 


Method 


BLASTX 


INLbl bl 




BLAST score 


466 


E value 


1.0e-4 6 


Match length 


125 


% identity 


76 


NCBI Description 


(X15190) precursor (AA 


Seq. No. 


223386 


Seq. ID 


LIB3165-045-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


202 


E value 


8.0e-16 


Match length 


108 


% identity 


42 


NCBI Description 


FERREDOXIN I PRECURSOR 



-68 to 337) [Pisum sativum] 



(Z75520) 



ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223387 

LIB3165-045-Q1-K1-A7 

BLASTX 

g!168411 

506 

2.0e-51 

126 
82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223388 

LIB3165-04 5-Q1-K1-A8 

BLASTX 

g3298548 

404 

2.0e-39 

123 
63 

(AC004 681) putative spliceosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223389 

LIB3165-045-Q1-K1-B11 

BLASTX 

gl352821 

167 

3.0e-17 

49 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



223390 



31676 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-045-Q1-K1-B12 

BLASTX 

gl352821 

467 

6.0e-47 

91 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223391 


oeq . ± u 


T TR^1 — fl-lR — D1 —PCI — R9 


TiA 4— /-\ /—3 


DJLiriO 1 A 


NLdI <a± 


gz / i o .34- 






E value 


o . ue 


Match length 


o o 


■t> iuent.1 ty 


o u 


uescriptiun 
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Seq. No. 


223392 


Seq. ID 


LIB3165-045-Q1-K1-B7 


Method 


rjT 7\ nrpy 


NLB1 (j± 


golOo4i / 4 


hsjLAD i score 


4 / O 






Match length 


1 Oil 
X U f± 


■o _La.em_.n_y 


ft Q 




r\£ \J Xj f lCi J aL£U.a.^J^J-L J_I1 X [_ O a.iLla.1 1C. a. o ditLciii J 


Oct]. IN U . 




Seq. ID 


LIB31 65-04 5-Q1-K1-B9 


Method 


BLASTX 




rrOO A AO. Al 
gzz H HO Q f 




286 


E value 


1.0e-25 


Match length 


93 


% identity 


59 


NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 




[Arabidopsis thaliana] 


Seq. No. 


223394 


Seq. ID 


LIB3165-04 5-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


359 


E value 


1.0e-38 


Match length 


114 


% identity 


77 


NCBI Description 


(X6434 9) 33 kDa polypeptide of water-oxidizing complex 




photosystem II [Nicotiana tabacum] 


Seq. No. 


223395 


Seq. ID 


LIB3165-045-Q1-K1-C7 



31677 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541951 

426 

4.0e-42 

107 
79 

SPCP2 protein 
[Glycine max] 



- soybean >gi_310578 (L12258) nodulin-26 



Seq. No. 


223396 


Seq. ID 


LIB31 65-04 5-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


495 


E value 


4.0e-50 


Match length 


139 


% identity 


70 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


223397 


Seq. ID 


LIB3165-045-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl20663 


BLAST score 


326 


E value 


2.0e-35 


Match length 


108 


% identity 


72 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B 



CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 


223398 


Seq. ID 


LIB31 65-04 5-Q1-K1-D12 


Method 


■ BLASTX 


NCBI GI 


g3059095 


BLAST score 


656 


E value 


5.0e-69 


Match length 


141 


% identity 


91 


NCBI Description 


(AJ001091) magnesium chelatase subunit [Glycine max] 


Seq. No. 


223399 


Seq. ID 


LIB3165-045-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


645 


E value 


1.0e-67 


Match length 


120 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31678 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223400 

LIB3165-045-Q1-K1-D8 

BLASTX 

g289920 

709 

3.0e-75 

136 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223401 

LIB3165-045-Q1-K1-E10 

BLASTX 

g3914442 

341 

4.0e-32 

66 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi 1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223402 

LIB3165-045-Q1-K1-E11 

BLASTX 

gll72664 

257 

3.0e-22 

55 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298 4 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223403 

LIB3165-045-Q1-K1-E2 

BLASTX 

gl352821 

192 

2.0e-26 

119 

31 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb__CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



223404 

LIB3165-045-Q1-K1-E8 
BLASTX 



31679 



NCBI GI 


g2398679 


BLAST score 


608 


E value 


2.0e-63 


Match length 


127 


% identity 


88 


NCBI Description 


(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosp! 




synthase [Morinda citrifolia] 


Seq. No. 


223405 


Seq. ID 


LIB3165-045-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3885513 


BLAST score 


311 


-E value 


1.0e-28 


Match length 


69 


% identity 


81 


NCBI Description 


(AF084201) similar to chloroplast SOS ribosomal ] 




[Medicago sativa] 


Seq. No. 


223406 


Seq. ID 


LIB3165-045-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


358 


E value 


4 . 0e-34 


Match lencrth 


99 


% identity 


71 


NCBI Description 


rhloroDhvl 1 a /h> — tii nd i ncr DTOt"?! n "f~vr>p T nrpnir^ri'r 


Seq. No. 


223407 


Seq. ID 


LIB3165-045-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g730850 


BLAST score 


141 


E value 


1.0e-08 


Match length 


123 


% identity 


28 


NCBI Description 


SUR2 PROTEIN ( SYRINGOMYCIN RESPONSE PROTEIN 2) 



- tomato 



>gi_626942_pir S48533 SUR2 protein - yeast ( Saccharomyces 

cerevisiae) >gi_458718 (U07171) Sur2p [Saccharomyces 
cerevisiae] >gi_849215 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi_178 6173 
(U10427) Syr2p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223408 

LIB3165-045-Q1-K1-G12 

BLASTX 

g2136011 

188 

4.0e-14 

76 
42 

protein DS 1, 24K - human >gi_1045059_emb_CAA57387_ 
(X81788) ICT1 protein [Homo sapiens] 

>gi__4557 657_ref_NP_001536. l_pICTl_ immature colon carcinoma 
transcript 



31680 




Seq. No, 


223409 


Seq. ID 


LIB3165-045-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3850621 


BLAST score 


637 


E value 


8.0e-67 


Match length 


136 


% identity 


85 


NCBI Description 


(Y15382) putative RNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


223410 


Seq. ID 


LIB31 65-04 5-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2191152 


BLAST score 


495 


E value 


3.0e-50 


Match length 


122 


% identity 


76 


NCBI Description 


{AF007269) A IG002N01.31 gene product [Arabidopsis 




thaliana] 


Seq. No. 


223411 


Seq. ID 


LIB3165-045-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4538963 


BLAST score 


260 


E value 


6.0e-23 


Match length 


52 


% identity 


96 


NCBI Description 


(AL04 9488) chlorophyll a/b-binding protein-like 




[Arabidopsis thaliana] 


Seq. No. 


223412 


Seq. ID 


LIB3165-045-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3668080 


BLAST score 


417 


E value 


5.0e-41 


Match length 


135 


% identity 


64 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223413 


Seq. ID 


LIB31 65-04 5-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


656 


E value 


5. 0e-69 


Match length 


135 


% identity 


90 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


223414 


Seq. ID 


LIB3165-045-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4249382 



31681 





BLAST score 


282 




E value 


2 . Oe-25 




Match length 


62 




% identity 


84 




NCBI Description 


(AC005966) Strong similarity to gi 3337350 F13P17.3 






putative permease from Arabidopsis thaliana BAC 






gb AC004481. [Arabidopsis thaliana] 




Seq. No. 


223415 




Seq. ID 


LIB3165-045-Q1-K1-H4 




Method 


BLASTX 




NCBI GI 


gl36707 




BLAST score 


366 




E value 


5.0e-35 




Match length 


112 




% identity 


65 




NCBI Description 


CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 






(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi 280397 pir S26] 






plastoquinol — plastocyanin reductase (EC 1.10.99.1) 






iron-sulfur protein precursor - garden pea 






>gi 20832 emb CAA45151 (X63605) chloroplast Rieske FeS 


03 




protein [Pisum sativum] 




Seq. No. 


223416 


PI 


Seq. ID 


LIB31 65-04 5-Q1-K1-H6 




Method 


BLASTX 


01 


NCBI GI 


g2996407 




BLAST score 


215 


S 


E value 


8 . 0e-26 




M^'hch 1 pnni"h 


84 


ri 


% identity 


82 


ILs.. 


NCBI Description 


(AJ004940) heat shock cognate 70 [Gallus gallus] 




Seq. No. 


223417 




Seq. ID 


LIB31 65-04 5-Q1-K1-H7 




Method 


BLASTX 




NCBI GI 


g3158476 




BLAST score 


511 




E value 


4 . Oe-52 




Match length 


112 




% identity 


86 




NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 




Seq. No. 


223418 




Seq. ID 


LIB3165-04 5-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


398 




E value 


6.0e-39 




Match length 


81 




% identity 


95 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31682 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223419 

LIB3165-045-Q1-K1-H9 

BLASTX 

g3914603 

510 

3.0e-62 

132 
83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223420 

LIB3165-04 6-Q1-K1-A1 

BLASTX 

gl66834 

557 

2.0e-57 

133 

78 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223421 

LIB3165-04 6-Q1-K1-A11 

BLASTX 

g!439609 

589 

3.0e-61 

119 

99 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223422 

LIB3165-04 6-Q1-K1-A12 

BLASTX 

g289920 

443 

3.0e-44 

83 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223423 

LIB3165-04 6-Q1-K1-A6 

BLASTX 

g4406530 

364 

9.0e-35 

98 

76 

(AF126870) rubisco activase [Vigna radiata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223424 

LIB3165-046-Q1-K1-A7 

BLASTX 

gl352821 

618 

2.0e-64 

128 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223425 


Seq. ID 


LIB3165-04 6-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4336436 


BLAST score 


382 


E value 


7.0e-37 


Match length 


103 


% identity 


70 


NCBI Description 


(AF092432) protein phosphatase type 2C 


Seq. No. 


223426 


Seq. ID 


LIB3165-04 6-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


323 


E value 


5.0e-30 


Match length 


110 


% identity 


63 


NCBI Description 


FERREDOXIN I PRECURSOR >gi 1418982 emb < 



ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 


223427 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


526 


E value 


8.0e-54 


Match length 


137 


% identity 


78 


NCBI Description 


(X15190) 


Seq. No. 


223428 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


707 


E value 


5.0e-75 


Match length 


136 


% identity 


97 


NCBI Description 


RIBULOSE 



-68 to 337) [Pisum sativum] 



PRECURSOR (RUBISCO ACTIVASE) >gi_3224 1 6_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi__182 84_emb_CAA47 90 6_ (X67674) rubisco activase [Cucumis 



31684 



sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223429 

LIB3165-046-Q1-K1-B5 

BLASTX 

g2129740 

328 

1.0e-30 

123 
56 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi__1354 4 69 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223430 

LIB31 65-04 6-Q1-K1-B6 

BLASTX 

g2982301 

388 

1.0e-37 

94 

72 

(AF051235) YGLOlOw-like protein [Picea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223431 

LIB3165-04 6-Q1-K1-B9 

BLASTX 

gl354515 

243 

1.0e-20 

127 
46 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223432 

LIB3165-046-Q1-K1-C1 

BLASTX 

g4510348 

385 

3.0e-37 

112 

65 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223433 

LIB3165-04 6-Q1-K1-C10 

BLASTX 

gl771160 

472 

2.0e-47 

131 

68 

(X98929) SBT1 [Lycopersicon esculentum] 

>gi 3687305 emb CAA06999_ (AJ006378) subtilisin-like 



31685 



protease [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223434 

LIB3165-04 6-Q1-K1-C12 

BLASTX 

gl352821 

581 

3.0e-60 

109 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223435 

LIB31 65-04 6-Q1-K1-C3 

BLASTX 

g3914603 

184 

9.0e-19 

115 
53 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulo'se-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223436 

LIB3165-04 6-Q1-K1-C4 

BLASTX 

g4580460 

454 

2.0e-45 

117 
79 

(AC006081) 
thaliana] 



putative 26S Protease Subunit 4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223437 

LIB31 65-04 6-Q1-K1-C5 

BLASTX 

gl781348 

311 

8.0e-36 

130-/ 
83 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223438 

LIB3165-04 6-Q1-K1-C8 

BLASTX 

gl352821 

522 

2.0e-53 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223439 

LIB3165-04 6-Q1-K1-D10 

BLASTX 

gl31399 

414 

9.0e-41 

95 
82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 


223440 


Seq. ID 


LIB31 65-04 6-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


225 


E value 


1.0e-18 


Match length 


88 


% identity 


67 


NCBI Description 


(U72489) remorin [Solanum tuberosum] 


Seq. No. 


223441 


Seq. ID 


LIB3165-04 6-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl31384 


BLAST score 


388 


E value 


1.0e-37 


Match length 


88 


% identity 


84 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937__prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

223442 

LIB3165-046-Q1-K1-D5 

BLASTX 

g82188 

4 68 

5.0e-47 

134 
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% identity 71 

NCBI Description photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_19896_emb_CAA41713_ 
(X58910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223443 

LIB3165-046-Q1-K1-D6 

BLASTX 

g231688 

677 

2.0e-71 

131 
98 

CAT ALAS E ISOZYME 2 >gi__99599_pir S174 93 catalase (EC 

1.11.1.6) - upland cotton >gi J_84 88__emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223444 

LIB31 65-04 6-Q1-K1-D8 

BLASTX 

gl00200 

323 

5.0e-30 

94 

68 

chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 


223445 


Seq. ID 


LIB31 65-04 6-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


346 


E value 


1.0e-32 


Match length 


78 


% identity 


79 


NCBI Description 


(L22305) ,corC [Medicago sativa] 


Seq. No. 


223446 


Seq. ID 


LIB31 65-04 6-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll68258 


BLAST score 


530 


E value 


2.0e-54 


Match length 


111 


% identity 


86 


NCBI Description 


ASPARTATE AMINOTRANSFERASE, CHLOROPLAST 



(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 223447 

Seq. ID LIB3165-046-Q1-K1-E6 

Method BLASTX 

NCBI GI g2827141 

BLAST score 709 

E value 3.0e-75 

Match length 139 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



91 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

223448 

LIB3165-04 6-Q1-K1-E7 

BLASTX 

g629597 

314 

3.0e-29 

114 

63 

proline-rich protein - rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC 51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

223449 

LIB3165-04 6-Q1-K1-E9 

BLASTX 

gl25578 

448 

1.0e-44 

120 

73 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi__167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223450 

LIB3165-04 6-Q1-K1-F1 

BLASTX 

g2501578 

688 

9.0e-73 

140 
97 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2 12 9913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 

223451 

LIB3165-04 6-Q1-K1-F10 

BLASTX 

gl352821 

138 

1.0e-08 

47 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 5050 5_emb_CAA3 802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223452 

LIB3165-04 6-Q1-K1-F11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00616 

602 

1.0e-62 

131 
87 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223453 

LIB3165-04 6-Q1-K1-F12 

BLASTX 

gl352821 

586 

8.0e-61 

110 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223454 


Seq. ID 


LIB3165-04 6-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


600 


E value 


2.0e-62 


Match length 


139 


% identity 


83 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223455 


Seq. ID 


LIB3165-046-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g231688 


BLAST score 


770 


E value 


2.0e-82 


Match length 


137 


% identity 


100 


NCBI Description 


CATALASE ISOZYME 2 >gi 99599 pir S174 93 catalase (EC 




1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 




subunit 2 of cotton catalase [Gossypium hirsutum] 


Seq. No, 


223456 


Seq. ID 


LIB31 65-04 6-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


287 


E value 


7.0e-26 


Match length 


59 


% identity 


97 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus albus] 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223457 

LIB3165-046-Q1-K1-F7 

BLASTX 

g3044218 

170 

8.0e-19 

69 
64 

(AF057144) signal peptidase 



223458 

LIB3165-04 6-Q1-K1-G10 

BLASTX 

gl732411 

211 

7.0e-17 

126 
27 

(U47924) isopeptidase 



[Arabidopsis thaliana] 



T [Homo sapiens] 



223459 

LIB3165-04 6-Q1-K1-G2 

BLASTX 

gll68411 

417 

5.0e-41 
107 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223460 

LIB3165-04 6-Q1-K1-G3 

BLASTX 

gll68411 

434 

6.0e-43 

111 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223461 

LIB3165-04 6-Q1-K1-G4 

BLASTX 

g4572673 

421 

2.0e-41 

113 

75 

(AC006954) putative sarcosine oxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223462 

LIB3165-04 6-Q1-K1-G5 

BLASTX 

g421826 

334 
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€1 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

105 
62 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223463 

LIB3165-046-Q1-K1-H1 

BLASTX 

gl21344 

627 

1.0e-65 

139 
83 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
{ GLUTAMATE -AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223464 

LIB31 65-04 6-Q1-K1-H10 

BLASTX 

gl709651 

151 

5.0e-10 

73 
47 

PLASTOCYANIN A PRECURSOR >gi_21174 31_pir S58209 

plastocyanin a precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a 
nigra] 



[Populus 



223465 

LIB3165-04 6-Q1-K1-H11 

BLASTX 

gl352821 

697 

8.0e-74 

139 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223466 

LIB31 65-04 6-Q1-K1-H2 

BLASTX 

gl25578 

679 

1.0e-71 

140 
93 
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NCBI Description 



PH0SPH0RIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



Seq. No. 


223467 


beq. id 


LIBJloo-U4 D-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


585 


E value 


1.0e-60 


Match length 


134 


% identity 


81 


NCBI Description 


chlorophyll a/b-binding protein type III precursor - 




>gi 226872 prf 1609235A chlorophyll a/b binding prot 




[Lycopersicon esculentum] 


Seq. No. 


223468 


Seq. ID 


LIB3165-04 6-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


515 


E value 


2.0e-52 


Match length 


127 


% identity 


83 


NCBI Description 


FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223469 


Seq. ID 


LIB31 65-04 6-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


361 


E value 


2.0e-34 


Match length 


98 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223470 


Seq. ID 


LIB3 165-04 7-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2245107 


BLAST score 


357 


E value 


6.0e-34 


Match length 


133 


% identity 


38 


NCBI Description 


(Z97343) thioesterase homolog [Arabidopsis thaliana] 


Seq. No. 


223471 


Seq. ID 


LIB3165-047-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


349 


E value 


5.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223472 
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II 



Seq. ID 


LIB3165-047-Q1-K1-A11 


Method 


BLASTX 




— .1 a a o a a 

giuuzuu 


BLAST score 


593 


E value 


1.0e-61 


Match length 


128 


% identity 


66 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


223473 


Seq. ID 


LIB3165-047-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


594 


E value 


9.0e-62 


Match length 


112 


% identity 


y y 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 




(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 




ribulose bisphosphate carboxylase [Gossypium hirsutum] . 


Seq. No. 


223474 


Seq. ID 


LIB3165-047-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


408 


E value 


7.0e-40 


Match length 


106 


% identity 


77 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


223475 


Seq. ID 


LIB3165-047-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3033389 


BLAST score 


160 


E value 


8-0e-ll 


Match length 


86 


% identity 


4 


NCBI Description 


(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 


Seq. No. 


223476 


Seq. ID 


LIB3165-047-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


574 


E value 


2.0e-59 


Match length 


108 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 




(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31694 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223477 

LIB3165-047-Q1-K1-A8 

BLASTX 

gll68408 

410 

2.0e-40 

89 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



(EC 



Seq. No. 


223478 


Seq. ID 


LIB31 65-04 7-Q1-K1-A9 


Method 


BLASTX 


NCRT GT 


g3023752 




291 
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Method 


BLASTX 


NCBI GI 


g2290528 
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223480 


Seq. ID 


LIB3165-047-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


657 


E value 


4.0e-69 


Match length 


131 


% identity 


97 


NCBI Description 


(D63580) EF-1 alpha [Oryza sativa] 




>gi 2662345 dbj BAA23659 (D63582) EF- 




sativa] >gi_2662347__dbj_BAA23660_ (D63 




[Oryza sativa] 


Seq. No. 


223481 


Seq. ID 


LIB31 65-04 7-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4512654 


BLAST score 


173 


E value 


2.0e-12 


Match length 


127 


% identity 


38 



(Z75520) 



1 alpha [Oryza 
583) EF-1 alpha 



NCBI Description (AC007048) unknown protein [Arabidopsis thaliana] 



31695 



Seq. No. 


223482 


Seq. ID 


LIB3165-047-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


294 


E value 


1 .Oe-26 


Match lencrth 


119 


% identity 


55 


NCBI Description 


(Y15781) trans ketolas 


Seq. No. 


223483 


Seq. ID 


LIB3165-047-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


540 


E value 


2.0e-55 


Match length 


104 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE 



1 [Capsicum annuum] 



RJ30XYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223484 


Seq. ID 


LIB3165-047-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


362 


E value 


1.0e-34 


Match length 


100 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


223485 


Seq. ID 


LIB3165-04 7-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


596 


E value 


6.0e-62 


Match length 


118 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223486 

LIB3165-047-Q1-K1-C4 

BLASTX 

gl352821 

590 

3.0e-61 

110 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31696 



(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39} small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223487 


Seq. ID 


LIB3165-047-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl708312 


BLAST score 


273 


E value 


2.0e-24 


Match length 


58 


% identity 


97 


NCBI Description 


HEAT SHOCK PROTEIN 81-1 (HSP81-1) ( 


Seq. No. 


223488 


Seq. ID 


LIB3165-047-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


592 


E value 


1.0e-61 


Match length 


119 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylve 


Seq. No. 


223489 


Seq. ID 


LIB3 165-04 7-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


364 


E value 


7.0e-35 


Match length 


107 


% identity 


68 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana 


Seq. No. 


223490 


Seq. ID 


LIB3165-047-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


293 


E value 


2.0e-26 


Match length 


104 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna 


Seq. No. 


223491 


Seq. ID 


LIB31 65-04 7-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3023281 


BLAST score 


333 


E value 


5.0e-48 


Match length 


116 


% identity 


78 


NCBI Description 


HIGH AFFINITY AMMONIUM TRANSPORTER 



>gi_2065194_emb_CAA64475_ (X95098) ammonium transporter 
[Lycopersicon esculentum] 



31697 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223492 

LIB3165-047-Q1-K1-D6 

BLASTX 

gl346155 

618 

1.0e-64 

134 
90 

SERINE HYDROXYMETHYL TRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi__481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Spa >a 0 


Z.. jL, *J rt _/ »_} 


Seq. ID 


T.TR^I 6^-047-01 -Kl -D7 

UIOJIUJ U i / Si- 1 - X\ -L Ul 






NCBI GI 


a3511223 




J_ U jL. 


^Ta 1 no 
J-j v ai. u.c 


J • J- X 


Match lpncrth 


102 


O J_ **J.C. i 1 1 L L j 


41 


NCBI Description 


(AF069528) plant adhesion molecule 1 [Arabidopsis 


cpn No 


223494 


Seq. ID 


T,TB^1 6^-047-01 -Kl -nfi 




RT.A^TY 


NCBI GI 


a2 07 3 3 

y z, u / o j 




s fin 


pi 1 T7"3 1 lip 

Hi value 




Match length 


115 


S- "iHf=>Ti1~"i1~\7 

O _L >■— t<3 ill L 1— y 


88 


NCBI Description 


(X15188) precursor C-terminal fragment (AA -80 to 




[Pisum sativum] 


Seq. No. 


223495 


Seq. ID 


LIB3165-047-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


389 


E value 


1.0e-37 


Match length 


111 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223496 


Seq. *ID 


LIB3165-04 7-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


587 


E value 


6.0e-61 


Match length 


112 


% identity 


99 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana pa 


Seq. No. 


223497 



31698 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-047-Q1-K1-E12 

BLASTX 

g2129921 

185 

9.0e-14 

51 
73 

hypothetical protein 1 



(U12573) putative [Catharanthus roseus] 



223498 

LIB3165-047-Q1-K1-E2 

BLASTX 

gll68411 

509 

9.0e-52 

126 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



Madagascar periwinkle >gi__758 694 



CHLOROPLAST PRECURSOR 



223499 

LIB3165-047-Q1-K1-E3 

BLASTX 

g4512018 

157 

1.0e-10 

96 
45 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 

223500 

LIB3165-047-Q1-K1-E4 

BLASTX 

gl26894 

580 

4.0e-60 

131 

85 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_319832_pir DEPUGW malate dehydrogenase (EC 1.1. 1.37 ) 

precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

223501 

LIB3165-047-Q1-K1-E7 

BLASTX 

g289920 

598 

3.0e-62 

112 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 



223502 



31699 



Seq. ID 


LIB3165-047-Q1-K1-E8 


Method 


BLASTX 




gdoooooo 


BLAST score 


141 


E value 


1.0e-08 


Match length 


50 


% identity 


62 


NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 


Seq. No. 


223503 


Seq. ID 


LIB3165-047-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl31385 


BLAST score 


500 


E value 


1 . Oe-50 


Match length 


125 


% identity 


83 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 




SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II 




THYLAKOID MEMBRANE PROTEIN) 


Seq. No. 


223504 


Seq. ID 


LIB31 65-04 7-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


490 


E value 


1.0e-49 


Match length 


104 


% identity 


89 



(33 KD 
(33 KD 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223505 

LIB3165-047-Q1-K1-F6 

BLASTX 

g729882 

268 

2.0e-23 

97 

57 

CASEIN KINASE II BETA 1 CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223506 

LIB31 65-04 7-Q1-K1-F7 

BLASTX 

g3286721 

193 

4.0e-15 

65 



31700 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AJ007449) trans-cinnamic 4-monooxygenase [Cicer arietinum] 
223507 

LIB3165-047-Q1-K1-F8 

BLASTX 

g3297815 

176 

8.0e-13 

42 
76 

(AL031032) putative protein [Arabidopsis thaliana] 
223508 

LIB3165-047-Q1-K1-G1 

BLASTX 

gl352821 

522 

3.0e-53 

100 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223509 

LIB3165-047-Q1-K1-G12 

BLASTX 

gl354515 

315 

5.0e-29 

138 
51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

223510 

LIB3165-047-Q1-K1-G3 

BLASTX 

gll81599 

332 

4.0e-31 

111 
63 

(D83007) subunit of photosystem I [Cucumis sativus] 
223511 

LIB3165-04 7-Q1-K1-G5 

BLASTX 

g231688 

283 

1.0e-48 

123 
82 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase (EC 



31701 



o 



1.11.1.6) - upland cotton >gi_18488__emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223512 

LIB31 65-04 7-Q1-K1-G6 

BLASTX 

g!352821 

173 

1.0e-26 

81 
80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Oclj. L\l U • 




Seq. ID 


LIB3165-047-O1 -K1 -G7 


i ¥ J.t; L11UU 


jj l_t.tt.Q 1 2\ 


MPDT (ZT 


yijozy jo 


BLAST qrore 


196 


P" tta 1 na 




Match length 


45 


% identity 


87 
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399 


P 1 1 hp 


6 . 0e-39 


Match length 


104 


% identity 


81 


NCBI Description 


(X6434 9) 33 kDa polypeptide of water-oxidizing complex 




photosystem II [Nicotiana tabacum] 


Seq. No. 


223515 


Seq. ID 


LIB3165-047-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl652798 


BLAST score 


259 


E value 


2.0e-22 


Match length 


96 


% identity 


58 


NCBI Description 


(D90908) GcpE [Synechocystis sp. ] 


Seq. No. 


223516 


Seq. ID 


LIB3 165-04 7-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl508783 


BLAST score 


253 


E value 


9.0e-22 


Match length 


123 


% identity 


48 


NCBI Description 


(Z54351) SecY [Spinacia oleracea] 



31702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223517 

LIB3165-047-Q1-K1-H12 

BLASTX 

gl362005 

231 

3.0e-19 

110 
49 

secY protein homolog precursor - Arabidopsis thaliana 
223518 

LIB3165-047-Q1-K1-H4 

BLASTX 

gl31397 

298 

5.0e-27 

129 
54 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 


223519 


Seq. ID 


LIB3165-047-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3269292 


BLAST score 


245 


E value 


7.0e-21 


Match length 


62 


% identity 


73 


NCBI Description 


(AL030978) putative protein [Arabidopsis 


Seq. No. 


223520 


Seq. ID 


LIB3165-047-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3319921 


BLAST score 


147 


E value 


2.0e-ll 


Match length 


89 


% identity 


47 


NCBI Description 


(AJ223388) Hev b .3 [Hevea brasiliensis] 



>gi_3319923_emb__CAA11304_ (AJ22338 9) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223521 

LIB3165-047-Q1-K1-H7 

BLASTX 

gll68408 

390 



31703 



E value 
Match length 
% identity 
NCBI Description 



5.0e-38 

98 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb__CAA6194 6__ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


223522 


Seq. ID 


LIB3165-047-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


147 


E value 


2.0e-09 


Match length 


48 


% identity 


69 


NCBI Description 


(Y15781) transketolase 1 


Seq. No. 


223523 


Sea. ID 


LIB3165-047-O1-K1-H9 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


439 


E value 


1.0e-43 


Match length 


93 


% identity 


90 


NCBI Description 


glycolate oxidase [Lens 


Seq. No. 


223524 


Seq. ID 


LIB3165-048-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g266936 


BLAST score 


455 


E value 


2.0e-45 


Match length 


125 


% identity 


76 


NCBI Description 


50S RIBOSOMAL PROTEIN L2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi__170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

223525 

LIB3165-04 8-Q1-K1-A10 

BLASTX 

g3236248 

331 

5.0e-31 

93 
73 

(AC004 684) unknown protein [Arabidopsis thaliana] 
223526 

LIB31 65-04 8-Q1-K1-A11 

BLASTX 

g2341045 

313 



31704 



E value 


9.0e-29 


Match length 


136' 


% identity 


45 


NCBI Description 


(AC000104) F19P19.16 [Arabidopsis thaliana] 


Seq. No. 


223527 


Seq. ID 


LIB3165-048-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


698 


E value 


6.0e-74 


Match length 


137 


% identity 


93 


NCBI Description 


(AB015601) DnaJ homolog [Salix gilgiana] 


Seq. No. 


223528 


Seq. ID 


LIB3165-048-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4490313 


BLAST score 


411 


E value 


2.0e-40 


Match length 


111 


% identity 


72 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


223529 


Seq. ID 


LIB3165-048-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


632 


E value 


4.0e-66 


Match length 


117 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223530 

LIB3165-048-Q1-K1-A5 

BLASTX 

g3980238 

169 

7.0e-12 

46 
63 

(Z21677) ribosomal protein L18 [Thermotoga maritima] 
223531 

LIB3165-048-Q1-K1-A6 

BLASTX 

gll68408 

634 

2.0e-66 

135 

92 



31705 



II 



NGBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223532 

LIB31 65-04 8-Q1-K1-A8 

BLASTX 

gll70897 

497 

2.0e-50 

111 

87 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 


223533 




Seq. ID 


LIB3165-048 


-Q1-K1-A9 


Mot hod 


BLASTX 




NCBI GI 


g3738257 




BLAST score 


346 




E value 


6.0e-33 




Match length 


79 




% identity 


85 




NCBI Description 


(AB018410) 


cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 




Seq. No. 


223534 




Seq. ID 


LIB3165-048 


-Q1-K1-B1 


Method 


BLASTX 




NCBI GI 


g2801536 




BLAST score 


266 




E value 


2.0e-23 




Match length 


75 




% identity 


69 




NCBI Description 


(AF039531) 


lysophospholipase homolog [Oryza sativa] 


Seq. No. 


223535 




Seq. ID 


LIB3165-048 


-Q1-K1-B10 


Method 


BLASTX 




NCBI GI 


gl00200 




BLAST score 


649 




E value 


3.0e-68 




Match length 


141 




% identity 


69 




NCBI Description 


chlorophyll 


a/b-binding protein type I precursor - tomato 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
• E value 
Match length 
% identity 



223536 

LIB3165-04 8-Q1-K1-B11 

BLASTX 

g542157 

626 

2.0e-65 
144 

82 



31706 



NCBI Description ribosomal 5S RNA-binding protein - Rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223537 

LIB3165-048-Q1-K1-B2 

BLASTX 

g430947 

492 

9.0e-50 

119 
82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223538 

LIB3165-048-Q1-K1-B4 

BLASTX 

g400890 

194 

4.0e-15 

53 
38 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein .precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223539 

LIB3165-04 8-Q1-K1-B5 

BLASTX 

g2190992 

378 

2.0e-36 

142 

54 

(AF004358) 
tauschii] 



glutathione S-transf erase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223540 

LIB31 65-04 8-Q1-K1-B6 

BLASTX 

gl352821 

464 

2.0e-46 

102 
89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223541 

LIB3165-04 8-Q1-K1-B8 

BLASTX 

g493636 



31707 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



382 

7.0e-37 

96 
44 

(D29684) predicted polypeptide for cytokinin-repressed mRNA 

[Cucumis sativus] >gi_74 6031_prf 2016504A 

cytokinin-repressed protein CR9 [Cucumis sativus] 





Sea. No. 


223542 




Seq. ID 


LIB31 65-04 8-01-K1-B9 




Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


358 




E value 


4.0e-34 




Match length 


104 




% identity 


73 




NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 




Seq. No. 


223543 




Seq. ID 


LIB3165-048-Q1-K1-C1 




Method 


BLASTX 




NCBI GI 


gl21344 




BLAST score 


294 




E value 


1.0e-26 




Match length 


93 




% identity 


60 




NCBI Description 


GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 



(GLUTAMATE -AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 



Seq. No. 


223544 


Seq. ID 


LIB3165-048-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


496 


E value 


2.0e-70 


Match length 


145 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


223545 


Seq. ID 


LIB3165-048-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2760320 


BLAST score 


360 


E value 


2.0e-34 


Match length 


109 


% identity 


68 


NCBI Description 


(AC002130) F1N21.4 [Arabidopsis thaliana] 



Seq. No. 223546 

Seq. ID LIB3165-048-Q1-K1-C2 

Method BLASTX 

NCBI GI g4545262 



31708 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165 

2.0e-ll 

44 

66 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

223547 

LIB3165-048-Q1-K1-C4 

BLASTX 

g445116 

577 

7.0e-60 

120 

88 

light-harvesting complex Ila protein; [Hordeum vulgare] 
223548 

LIB31 65-04 8-Q1-K1-C6 

BLASTX 

g4469014 

441 

9.0e-44 

141 
67 

(AL035602) putative protein [Arabidopsis thaliana] 
223549 

LIB3165-048-Q1-K1-C7 

BLASTX 

g3914603 

646 

8.0e-68 

137 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi__1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223550 

LIB3165-048-Q1-K1-C8 

BLASTX 

gl730502 

251 

2.0e-21 

91 

51 

TRANSMEMBRANE PROTEIN PFT27 >gi_l 10903 jpir A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 

223551 

LIB3165-04 8-Q1-K1-C9 

BLASTX 

gl352821 

543 



31709 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-56 

103 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir RKCNSU 

ribulo se— bisphosphate carboxylase (EC 4.1.1.39) sitiall chain 
precursor - upland cotton >gi_4 5050 5_emb_CAA3 802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223552 

LIB3165-048-Q1-K1-D1 

BLASTX 

g625546 

322 

6.0e-37 

126 
63 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco >gi_417604_emb_CAA4 5699_ (X64347) 23 kDa 
polypeptide of water-oxidizing complex of photosystem II 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223553 

LIB3165-048-Q1-K1-D10 

BLASTX 

g2924520 

570 

6.0e-59 

124 

88 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

223554 

LIB3165-048-Q1-K1-D11 

BLASTX 

g2894603 

186 

7.0e-14 

95 
23 

(AL021889) putative protein [Arabidopsis thaliana] 
223555 

LIB3165-048-Q1-K1-D12 

BLASTX 

g2496789 

583 

2.0e-60 

139 

79 

1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOI SOMERASE (DXP 
REDUCTOI SOMERASE ) >gi_100 155 6_dbj_BAA10 183_ (D64000) 
hypothetical protein [Synechocystis sp.] 

223556 

LIB3165-048-Q1-K1-D2 



31710 



Method 


BLASTX 




g4 404U1U 


BLAST score 


442 


E value 


7.0e-44 


Match length 


142 


% identity 


60 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


223557 


Seq. ID 


LIB3165-048-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl00454 


BLAST score 


620 


E value 


o . Ue-oo 


Match length 


144 


% identity 


87 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - potat 




>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protei 




of oxygen-evolving complex [Solanum tuberosum] 


Seq. No. 


223558 


Seq. ID 


LIB31 65-04 8-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


550 


E value 


1.0e-56 


Match length 


133 


% identity 


84 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223559 


Seq. ID 


LIB3 165-04 8-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3334245 


BLAST score 


446 


E value 


2.0e-44 


Match length 


104 


% identity 


80 


NCBI Description 


LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 




(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 




MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 




>gi_2909424_emb_CAA12028 (AJ224520) Glyoxalase I [Cicer 




arietinum] 


Seq. No. 


223560 


Seq. ID 


LIB3 165-04 8-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2832664 


BLAST score 


202 


E value 


9.0e-16 


Match length 


82 


% identity 


45 


NCBI Description 


(AL021710) pollen-specific protein - like [Arabidopsis 




thaliana] 


Seq. No. 


223561 


Seq. ID 


LIB3165-048-Q1-K1-D9 



31711 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g282865 

568 

1.0e-58 

131 
83 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi__16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


223562 




Seq. ID 


LIB3165-048 


-Q1-K1-E1 


Method 


BLASTX 




NCBI GI 


g421809 




BLAST score 


418 




E value 


4.0e-41 




Match length 


143 




% identity 


64 




NCBI Description 


dnaJ protein homolog DnaJ-1 - 


Seq. No. 


223563 




Seq. ID 


LIB3165-048 


-Q1-K1-E10 


Method 


BLASTX 




"NCBI GI 


g2190012 




BLAST score 


281 




E value 


5.0e-25 




Match length 


90 




% identity 


63 




NCBI Description 


(AB004242) 


dinl [Raphanus sat 


Seq. No. 


223564 




Seq. ID 


LIB3165-048 


-Q1-K1-E12 


Method 


BLASTX 




NCBI GI 


g2347054 




BLAST score 


377 




E value 


2.0e-36 




Match length 


109 




% identity 


70 




NCRT np^rri nt i 

Lri J_J _I_ LJ \^ O V — J 1_ \ LVJJll 


(X96791) arginine decarboxyla 


Seq. No. 


223565 




Seq. ID 


LIB3165-048 


-Q1-K1-E2 


Method 


BLASTX 




NCBI GI 


g3341679 




BLAST score 


266 




E value 


2.0e-23 




Match length 


73 




% identity 


78 




NCBI Description 


(AC003672) 


dynamin-like prote 




[Arabidopsis thaliana] 


Seq. No. 


223566 




Seq. ID 


LIB3165-048 


-Q1-K1-E3 


Method 


BLASTX 




NCBI GI 


g3298439 




BLAST score 


442 





cucumber 



31712 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-44 

129 

50 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



223567 

LIB31 65-04 8-Q1-K1-E7 

BLASTX 

g2708749 

351 

3.0e-33 
111 

59 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



rhodanese-like 



223568 

LIB3165-048-Q1-K1-E8 

BLASTX 

g421826 

409 

5.0e-40 

83 
86 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_2 98036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223569 

LIB3165-048-Q1-K1-E9 

BLASTX 

gl684716 

363 

1.0e-34 

110 

60 

(Y09424) cytochrome P450 [Nepeta racemosa] 
223570 

LIB3165-048-Q1-K1-F1 

BLASTX 

g2497742 

178 

4.0e-13 

35 
94 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutum] 

223571 

LIB3165-048-Q1-K1-F12 

BLASTX 

g3687243 

178 

3.0e-14 



31713 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
75 

(AC005169) 
thaliana] 



putative ribosomal protein [Arabidopsis 



223572 

LIB3165-048-Q1-K1-F2 

BLASTX 

g480450 

422 

1.0e-41 

109 
77 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_4 02552__emb_CAA4 9506_ 



1.1.86) 

(X69880) 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223573 

LIB3165-048-Q1-K1-F3 

BLASTX 

g3702327 

249 

3.0e-21 

122 
52 

(AC005397) unknown protein [Arabidopsis thaliana] 
223574 

LIB3165-048-Q1-K1-F4 

BLASTX 

gl709651 

148 

7.0e-10 

54 
54 

PLASTOCYANIN 
plastocyanin 



A 
a 



PRECURSOR >gi_2117431__pir S58209 

precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



223575 

LIB3165-048-Q1-K1-G1 

BLASTX 

g4510373 

349 

5.0e-33 

117 
60 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223576 

LIB3165-048-Q1-K1-G10 

BLASTX 

g3288821 

640 

4.0e-67 



31714 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
92 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

223577 

LIB3165-048-Q1-K1-G11 

BLASTX 

gl352821 

706 

7.0e-75 

129 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_ernb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223578 

LIB3165-048-Q1-K1-G12 

BLASTX 

gl781348 

540 

2.0e-55 

118 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223579 

LIB3165-048-Q1-K1-G4 

BLASTX 

g409756 

261 

1.0e-22 

122 

45 

(L25643) ATP/GTP nucleotide-binding protein [Leishmania 
infantum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223580 

LIB3165-048-Q1-K1-G5 

BLASTX 

g289920 

663 

8.0e-70 

124 
99 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223581 

LIB3165-04S 

BLASTX 

g68200 

417 



-Q1-K1-G7 



31715 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-41 

107 
80 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

223582 

LIB3165-048-Q1-K1-G9 

BLASTX 

g2462762 

266 

2.0e-23 

100 
56 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223583 

LIB3165-048-Q1-K1-H1 

BLASTX 

g4056456 

415 

8.0e-41 

141 

62 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


223584 


Seq. ID 


LIB3165-048-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl006610 


BLAST score 


344 


E value 


2.0e-32 


Match length 


126 


% identity 


52 


NCBI Description 


(D64005) hypothetical protein [Synechocystis sp.] 


Seq. No. 


223585 


Seq. ID 


LIB3165-048-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl66835 


BLAST score 


252 


E value 


3.0e-22 


Match length 


65 


% identity 


74 


NCBI Description 


(M86720) ribulose bisphosphate carboxylase/oxygenase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



activase [Arabidopsis thaliana] >gi_2642170 
Rubisco activase [Arabidopsis thaliana] 

223586 

LIB3165-048-Q1-K1-H2 

BLASTX 

gl00203 



(AC003000) 



31716 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

9.0e-23 

91 

60 

cysteine proteinase (EC 3.4.22.- 
>gi 19195_emb_CAA78403_ (Z14028) 



) precursor - tomato 
pre-pro-cysteine 



proteinase [Lycopersicon esculentum] 
223587 

LIB31 65-04 8-Q1-K1-H4 

BLASTX 

g3800853 

324 

3.0e-30 

102 

68 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223588 

LIB3165-048-Q1-K1-H7 

BLASTX 

g3928084 

338 

9.0e-32 

119 
59 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223589 

LIB31 65-04 8-Q1-K1-H8 

BLASTX 

g4406049 

373 

5.0e-36 

113 

58 

(AF067604) linalool synthase-like protein [Oenothera 
arizonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223590 

LIB3165-04 9-Q1-K1-A10 

BLASTX 

gll70168 

200 

1.0e-15 

108 

48 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT1 
>gi_549883 (U09332) homeobox protein 
>gi_549884 (U09333) homeobox protein 



(HD-ZIP PROTEIN 1) 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



>gi_2 2 4 5 1 0 5_embJ3AB 1 0 5 2 7_ 
[Arabidopsis thaliana] 

223591 

LIB3165-04 9-Q1-K1-A11 



(Z97343) unnamed protein product 



31717 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX , 
g4128133 
253 

9.0e-22 

97 
49 

(AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223592 

LIB3165-04 9-Q1-K1-A12 

BLASTX 

gl814405 

653 

1.0e-68 

137 

49 

(U84890) putative phosphate permease [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223593 

LIB31 65-04 9-Q1-K1-A3 

BLASTX 

g430947 

471 

2.0e-47 

119 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223594 

LIB3165-04 9-Q1-K1-A4 

BLASTX 

g4415908 

154 

4.0e-10 

74 
46 

(AC006282) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223595 

LIB3165-04 9-Q1-K1-A5 

BLASTX 

g4097547 

233 

2.0e-19 

49 
46 

(U64 906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223596 

LIB3165-04 9-Q1-K1-A8 

BLASTX 

gll72664 

264 

5.0e-23 
56 



31718 



% identity 

NCBI Description 



91 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2 98482_bbs_127 083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223597 

LIB3165-04 9-Q1-K1-B5 

BLASTX 

g2739375 

195 

5.0e-15 

102 

47 

(AC002505) unknown protein [Arabidopsis thaliana] 
223598 

LIB3165-049-Q1-K1-B6 

BLASTX 

gl352821 

555 

4.0e-57 

109 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223599 


Seq. ID 


LIB3165-04 9-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4335763 


BLAST score 


141 


E value 


1.0e-08 


Match length 


48 


% identity 


54 


NCBI Description 


(AC006284) unknown protein [Arabidopsis 


Seq. No. 


223600 


Seq. ID 


LIB3165-049-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


574 


E value 


2.0e-59 


Match length 


110 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31719 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223601 

LIB3165-049-Q1-K1-C11 

BLASTX 

g2754849 

492 

1.0e-51 

117 
81 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223602 

LIB3165-049-Q1-K1-C12 

BLASTX 

gl31399 

157 

5.0e-ll 

54 
61 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb__CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223603 

LIB3165-04 9-Q1-K1-C2 

BLASTX 

g3786016 

255 

5.0e-22 

95 
55 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223604 

LIB3165-04 9-Q1-K1-C4 

BLASTX 

g3249084 

444 

4.0e-44 
114 

23 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb Z37223 come from this gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223605 

LIB3165-049-Q1-K1-C8 

BLASTX 

g2499967 

265 

4.0e-23 

125 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR 



(PSI-E 



31720 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



B) >gi_632724_bbs_JL51002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



223606 

LIB3165-04 9-Q1-K1-D10 

BLASTX 

g505482 

425 

6.0e-42 

117 

77 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



223607 

LIB3165-0 4 9-Q1-K1-D12 

BLASTX 

gl055130 

186 

7.0e-14 

95 
37 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

223608 

LIB31 65-04 9-Q1-K1-D5 

BLASTX 

g2499945 

521 

4.0e-53 

138 
69 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (IMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5' -PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S4 6440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 f -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA5068 6_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

223609 

LIB3165-049-Q1-K1-D7 

BLASTX 

gl076315 

370 

2.0e-35 

83 

81 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



31721 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223610 

LIB3165-049-Q1-K1-D8 

BLASTX 

gl354515 

289 

5.0e-26 

111 
57 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223611 

LIB3165-049-Q1-K1-E1 

BLASTX 

g2160158 

241 

2.0e-20 

44 

95 

(AC000132) Similar to elongation factor 1- gamma 
(gb_EFlG__XENLA) . ESTs gb_T20564, gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223612 

LIB3165-04 9-Q1-K1-E10 

BLASTX 

g3201969 

456 

1.0e-45 

119 

66 

(AF068332) submergence induced protein 2A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223613 

LIB3165-049-Q1-K1-E12 

BLASTX 

g2281633 

440 

9.0e-44 

119 

71 

(AF003097) AP2 domain containing protein RAP2 . 4 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223614 

LIB3165-049-Q1-K1-E3 

BLASTX 

gl31385 

518 

8.0e-53 

128 
84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR tOEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) {33 KD 
THYLAKOID MEMBRANE PROTEIN) 



31722 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223615 

LIB3165-049-Q1-K1-E4 

BLASTX 

g2462781 

151 

9.0e-10 

74 
49 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223616 

LIB3165-04 9-Q1-K1-E9 

BLASTX 

g3288821 

431 

1.0e-42 

109 

76 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223617 

LIB31 65-04 9-Q1-K1-F10 

BLASTX 

g3023752 

341 

4.0e-32 

114 

62 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223618 

LIB3165-04 9-Q1-K1-F2 

BLASTX 

gl00616 

159 

8.0e-ll 

45 

73 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1 , 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223619 

LIB3165-049-Q1-K1-F3 

BLASTX 

g4406530 

352 

2.0e-33 

119 

63 

(AF126870) rubisco activase [Vigna radiata] 



31723 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223620 

LIB3165-049-Q1-K1-F4 

BLASTX 

g2462929 

164 

2.0e-ll 

44 

64 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
223621 

LIB3165-049-Q1-K1-F7 

BLASTX 

g549063 

304 

8.0e-28 

81 
72 

T RAN S LAT I ONALL Y CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464__pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223622 

LIB3165-049-Q1-K1-F9 

BLASTX 

gl928981 

572 

4.0e-59 

126 

90 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223623 

LIB3165-04 9-Q1-K1-G11 

BLASTX 

g3800853 

357 

4.0e-34 

101 

73 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

223624 

LIB3165-049-Q1-K1-G2 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 



31724 



® 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223625 

LIB3165-049-Q1-K1-G4 

BLASTX 

g2828292 

281 

4.0e-25 

75 

72 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

223626 

LIB3165-049-Q1-K1-G5 

BLASTX 

g2828292 

381 

1.0e-36 

93 
76 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223627 

LIB3165-04 9-Q1-K1-G8 

BLASTX 

gll7290 

251 

2.0e-21 

119 

47 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/ 3-phosphoglycerate /phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA384 51_ (X54639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] 

223628 

LIB3165-04 9-Q1-K1-G9 

BLASTX 

gl352821 

525 

1.0e-53 

111 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



223629 

LIB3165-050-Q1-K1-A1 



31725 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl841870 

322 

8.0e-30 

81 

77 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 
223630 

LIB3165-050-Q1-K1-A11 

BLASTX 

g4406530 

359 

3.0e-34 

118 

64 

(AF126870) rubisco activase [Vigna radiata] 
223631 

LIB3165-050-Q1-K1-A12 

BLASTX 

gl352821 

619 

1.0e-64 

116 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223632 

LIB3165-050-Q1-K1-A3 

BLASTX 

gll68411 

248 

1.0e-21 

70 

76 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



223633 

LIB3165-050-Q1-K1-A4 

BLASTX 

g3023752 

261 ; 

9.0e-23 

81 

64 

FERREDOXIN I PRECURSOR >gi_14 18 982_emb_CAA9 97 56_ 
ferredoxin-I [Lycopersicon esculentum] 



(Z75520) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



223634 

LIB3165-050-Q1-K1-B2 

BLASTX 

gll68411 



31726 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



565 

3.0e-58 

136 
84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223635 

LIB3165-050-Q1-K1-B3 

BLASTX 

g2493146 

535 

8.0e-55 

142 

58 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA7 5542 . 1_ (AB024275) 

vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223636 

LIB3165-050-Q1-K1-B8 

BLASTX 

g3860308 

172 

3.0e-12 

58 
64 

(AJ012681) hypothetical protein [Cicer arietinum] 
223637 

LIB3165-050-Q1-K1-B9 

BLASTX 

g4204267 

269 

1.0e-23 

146 
47 

(AC005223) 55585 [Arabidopsis thaliana] 



223638 

LIB3165-050-Q1-K1-C10 

BLASTX 

gll81599 

503 

5.0e-51 

129 

77 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



223639 

LIB3165-050-Q1-K1-C11 

BLASTX 

g3242704 

173 

2.0e-12 

51 
61 



31727 



NCBI Description 



(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


223640 




Seq. ID 


LIB3165-050- 


■Q1-K1-C12 


Method 


BLASTX 




NCBI GI 


gll68411 




BLAST score 


529 




E value 


4.0e-54 




Match length 


130 




% identity 


83 




NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


223641 




Seq. ID 


LIB3165-050- 


■Q1-K1-C2 


Method 


BLASTX 




NCBI GI 


gl363479 




BLAST score 


271 




E value 


2.0e-24 




Match length 


78 




% identity 


69 




NCBI Description 


photosystem 


I protein 



CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



aL - cucumber 

>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 
223642 

LIB3165-050-Q1-K1-C3 

BLASTX 

gl709825 

449 

1.0e-44 

112 
75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

223643 

LIB3165-050-Q1-K1-C4 

BLASTX 

g231610 

376 

4.0e-36 

124 
65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 
>gi 67880 pir PWNTG H+- transporting ATP synthase (EC 
3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi__19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

223644 

LIB3165-050-Q1-K1-C5 

BLASTX 

gl363479 

325 

3.0e-30 

88 
72 

photosystem I protein psaL - cucumber 



31728 





>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 


Seq. No. 


223645 


Seq. ID 


LIB3165-050-Q1-K1-C6 


Method 


BLASTX 


IT/1 ■{—> T /~1 T 

NCBI GI 


— "1 T IT o An c 

gl753085 


BLAST score 


157 


E value 


1.0e-10 


Match length 


40 


% identity 


78 


NCBI Description 


(U25283) leucine zipper protein [Oryza sativa] 


Seq. No. 


223646 


Seq. ID 


LIB3165-050-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


433 


E value 


5.0e-43 


Match length 


93 


% identity 


95 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER >gi 2129913 pir S60047 




ethylene-responsive protein 1 - Para rubber tree 




>gi_1209317 (M88254) ethylene-inducible protein [Hevea 




brasiliensis] 


Seq. No. 


223647 


Seq. ID 


LIB3165-050-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2262176 


BLAST score 


178 


E value 


5.0e-13 


Match length 


106 


% identity 


37 


NCBI Description 


(AC002329) putative RING zinc-finger protein [Arabidopsi: 




thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 




RHA3a [Arabidopsis thaliana] 


Seq. No. 


223648 


Seq. ID 


LIB31 65-05 0-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


329 


E value 


6.0e-31 


Match length 


67 


% identity 


88 


NCBI Description 


MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 



>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565__ (Z32632) INOl [Citrus x paradisi] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223649 

LIB3165-050-Q1-K1-D1 

BLASTX 

gl352821 

408 

4.0e-40 

81 

95 



31729 




NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223650 

LIB3165-050-Q1-K1-D10 

BLASTX 

gl351271 

386 

2.0e-37 

131 

63 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223651 

LIB3165-050-Q1-K1-D11 

BLASTX 

gl31399 

506 

2.0e-51 

125 

77 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_2148 9_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223652 

LIB3165-050-Q1-K1-D12 

BLASTX 

gl706261 

348 

1.0e-36 

83 
84 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 



PRECURSOR >gi_211812 9_pir_ 
precursor - maize 



S59598 



>gi_6444 90_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

223653 

LIB3165-050-Q1-K1-D2 

BLASTX 

g3914442 

412 

1.0e-40 

94 
83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 



31730 



# 



>gi 1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223654 

LIB3165-050-Q1-K1-D4 

BLASTX 

g3288821 

322 

8.0e-30 

112 

61 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223655 

LIB3165-050-Q1-K1-D6 

BLASTX 

gl352821 

638 

7.0e-67 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223656 

LIB3165-050-Q1-K1-E10 

BLASTX 

gl352821 

571 

5.0e-59 

113 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223657 

LIB3165-050-Q1-K1-E11 

BLASTX 

g3914605 

592 

2.0e-61 

135 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 



223658 



31731 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB316J5-050-Q1-K1-E4 

BLASTX 

gl352821 

434 

6.0e-43 

136 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223659 

LIB3165-050-Q1-K1-E5 

BLASTX 

gl352821 

606 

4.0e-63 

114 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223660 

LIB3165-050-Q1-K1-F10 

BLASTX 

g266972 

204 

4.0e-16 

54 
65 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir 

protein S29 - rat >gi_1362934_pir S5591 

S29 ■ human >gi__57133_emb_CAA4177 8_ (X59 
protein S29 [Rattus norvegicus] >gi_5500 
ribosomal protein S29 [Homo sapiens] >gi 
homologous to antisense sequence of krev 

[Homo sapiens] >gi_1220418 (L31609) S29 

[Mus musculus] >gi__1513230 (U66372) ribo 

[Bos taurus] >gi__1096945_prf 2113200H r 

S29 [Homo sapiens] >gi_4506717_ref__NP_00 
ribosomal protein S29 



S30298 ribosomal 

9 ribosomal protein 
051) ribosomal 
27 (U14973) 
1220361 (L31610) 
1, anti oncogene 
ribosomal protein 
somal protein S29 
ibosomal protein 
1023.1_pRPS2 9_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223661 

LIB3165-050-Q1-K1-F7 

BLASTX 

g228403 

447 

2.0e-44 

93 

92 

glycolate oxidase [Lens culinaris] 



31732 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223662 

LIB3165-050-Q1-K1-F8 

BLASTX 

gll72977 

587 

6.0e-61 

135 
85 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223663 

LIB3165-050-Q1-K1-G10 

BLASTX 

g4510372 

152 

5.0e-10 

57 

53 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223664 

LIB3165-050-Q1-K1-G12 

BLASTX 

gl31276 

637 

8.0e-67 

125 

98 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



Seq. No. 


223665 


Seq. ID 


LIB3165-050-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl885326 


BLAST score 


341 


E value 


1.0e-32 


Match length 


67 


% identity 


91 


NCBI Description 


(Y11248) phosphoribulokinase [Pisum sativum] 


Seq. No. 


223666 


Seq. ID 


LIB3165-050-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


618 


E value 


2.0e-64 


Match length 


115 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 



31733 



# 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223667 


Seq. ID 


LIB3165-050-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


540 


E value 


2.0e-55 


Match length 


124 


% identity 


84 


NCBI Description 


(AF091455) translationally cont. 




brasiliensis] 


Seq. No. 


223668 


Seq. ID 


LIB3165-050-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3242704 


BLAST score 


352 


E value 


2 . Oe-33 


Match length 


133 


% identity 


52 


NCBI Description 


(AC003040) hypothetical protein 


Seq. No. 


223669 


Seq. ID 


LIB3165-050-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl31276 


BLAST score 


226 


E value 


9.0e-43 


Match length 


120 


% identity 


83 


NCBI Description 


PHOTOS YSTEM II P680 CHLOROPHYLL 



PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223670 

LIB3165-050-Q1-K1-H11 

BLASTX 

g2501572 

249 

3.0e-21 

96 
60 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 

223671 

LIB31 65-05 0-Q1-K1-H3 

BLASTX 

gl332579 

357 

4.0e-68 



31734 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
9 

(X98063) polyubiquitin [Pinus sylvestris] 
223672 

LIB3165-050-Q1-K1-H4 

BLASTX 

gl31270 

335 

2.0e-31 

130 

72 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP- 4 7 
PROTEIN) >gi_100129_pir_S12132 photosystem II chlorophyll 
a-binding protein psbB - Hooker T s evening primrose 

chloroplast >gi_485417_pir S12129 photosystem II 

chlorophyll a-binding protein psbB - Appalachian evening 
primrose chloroplast >gi_11207_emb__CAA39388_ (X55899) psbB 
product , chlorophyll a-binding apoprotein (AA 1-508) 
[Oenothera argillicola] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223673 

LIB3165-050-Q1-K1-H5 

BLASTX 

g2583134 

177 

6.0e-13 

80 
51 

(AC002387) 
thaliana] 



putative proline-rich protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223674 

LIB3165-050-Q1-K1-H9 

BLASTX 

g4321096 

143 

7.0e-09 

92 
37 

(M84135) flavonol 3-sulf otransf erase [Flaveria 
chloraefolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



223675 

LIB3165-051-Q1-K1-A10 

BLASTX 

g4406530 

213 

1.0e-23 

86 

67 

(AF126870) rubisco activase [Vigna radiata] 
223676 - 

LIB3165-051-Q1-K1-A11 

BLASTX 

g3135543 



31735 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

2.0e-38 

113 

62 

(AF062393) aquaporin [Oryza sativa] 
223677 

LIB3165-051-Q1-K1-A3 

BLASTX 

gl352821 

569 

8.0e-59 

107 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



223678 

LIB3165-051-Q1-K1-A4 

BLASTX 

g4455246 

148 

2.0e-09 

60 

44 

(AL035523) putative protein [Arabidopsis thaliana] 
223679 

LIB3165-051-Q1-K1-A5 

BLASTX 

g4115377 

210 

7.0e-17 

45 
87 

(AC005967) unknown protein [Arabidopsis thaliana] 
223680 

LIB3165-051-Q1-K1-A8 

BLASTX 

gl352821 

118 

8.0e-09 

68 

57 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223681 

LIB3165-051-Q1-K1-B1 
BLASTX 



31736 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464621 
230 

2.0e-19 

69 

61 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S285S 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb__CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Sea No 


223682 




T.TB3165-051-O1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4091806 


n>±jr\0 l o ^ w i. c 


524 


Hi value 


1 np-S? 

X • \J C -~> ~J 


jyiarcn lengtn 




o lucii U-L _y 


82 


jnudi uescription 


\ r\£ U D *J 0 ~J J O 1 XT.J.N O XX 


OcCj. IN U . 


99 ?6R ? 


beq. 1U 


T TR^1 ^ q _ O c: 1 _ni — 1 -R4 
LIdjIDj UJl yi l\l 154 




DlUllJ J. £\ 


NCBI GI 


gl66878 


BLAST score 


343 


E value 


2.0e-32 


Match length 


121 


% identity 


58 


NCBI Description 


(M95796) Stl2p protein 


Seq. No. 


223684 


Seq. ID 


LIB3165-051-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


189 


E value 


1.0e-14 


Match length 


69 


% identity 


59 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223685 

LIB3165-051-Q1-K1-B8 

BLASTX 

g2129511 

513 

2.0e-52 

113 

84 

glycerate dehydrogenase (EC 1.1.1.29) splice form HPR1, 
microbody - cucurbit >gi_1304 042_dbj_BAA084 10_ (D49432) 
hydroxypyruvate reductase [Cucurbita sp.] 



Seq. No. 



223686 



31737 



Seq. ID 


LIB3165-051-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


339 


E value 


7.0e-32 


Match length 


94 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223687 


Seq. ID 


LIB3165-051-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3913651 


BLAST score 


512 


E value 


4.0e-52 


Match length 


122 


% identity 


80 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 




(FNR) >gi 2225993 emb CAA74359 (Y14032) 




ferredoxin — NADP(+) reductase [Nicotiana tabacum] 


Seq. No. 


223688 


Seq. ID 


LIB3165-051-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


296 


E value 


8 . Oe-27 


Match length 


124 


% identity 


45 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 




>gi 282837 pir S26953 photosystem II 22K protein precu: 




- spinach >gi 21307 emb CAA48557 (X68552) 22kD-protein 




PSII [Spinacia oleracea] >gi 260917 bbs 119338 (S49864) 




photosystem II 22 kda polypeptide [spinach, Peptide, 27 




aa] [Spinacia oleracea] 


Seq. No. 


223689 


Seq. ID 


LIB3165-051-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


304 


E value 


6. Oe-28 


Match length 


99 


% identity 


60 


NCBI Description 


(AC003952) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


223690 


Seq. ID 


LIB3165-051-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


519 


E value 


5.0e-53 


Match length 


104 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31738 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_4 50505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223691 

LIB3165-051-Q1-K1-C8 

BLASTX 

g289920 

723 

7.0e-77 

135 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223692 

LIB3165-051-Q1-K1-C9 

BLASTX 

gl352821 

586 

8.0e-61 

110 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223693 

LIB3165-051-Q1-K1-D11 

BLASTX 

g!00490 

608 

2.0e-63 

124 
25 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA4 8140_ (X67 957) ubiquitin [Antirrhinum 
ma jus] 

223694 

LIB3165-051-Q1-K1-D12 

BLASTX 

g452357 

447 

2.0e-44 

91 

97 

(Z29591) guanine nucleotide regulatory protein [Vicia faba] 

>gi__1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223695 

LIB3165-051-Q1-K1-D3 

BLASTX 

gl00200 

380 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-36 

103 
71 

chlorophyll a/b-binding protein type I precursor 



tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223696 

LIB3165-051-Q1-K1-D4 

BLASTX 

gll9905 

316 

1.0e-29 

74 

81 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



beq. no. 




beq. 1JJ 


T TR^1 ^-HRI — m —Kl -n£ 
LiluO 1 DO UOl J\l UO 


ric L Ll\J\JL. 




NCBI GI 


g3335341 


BLAST score 


158 


E value 


1.0e-10 


Match length 


35 


% identity 


89 


NCBI Description 


(AC004512) T8F5.10 [Arabidopsis thaliana 


Seq. No. 


223698 


Seq. ID 


LIB3165-051-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


190 


E value 


9.0e-15 


Match length 


84 


% identity 


54 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 


Seq. No. 


223699 


Seq. ID 


LIB3165-051-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


684 


E value 


3.0e-72 


Match length 


139 


% identity 


92 



NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 223700 

Seq. ID LIB3165-051-Q1-K1-D9 

Method BLASTX 

NCBI GI gl928981 



31740 



BLAST score 


141 


E value 


9.0e-16 


Match length 


82 


% identity 


65 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [Bras 




oleracea var. botrytis] 


Seq. No. 


223701 


Seq. ID 


LIB3165-051-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 


226 


E value 


2.0e-28 


Match length 


96 


% identity 


61 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


223702 


Seq. ID 


LIB31 65-05 1-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3914437 


BLAST score 


196 


E value 


3. Oe-27 


Match length 


73 


% i Hpfi i~ i 1~ v 


69 


NCBI Description 


PROFILIN >gi 3183706 emb CAA75312 (Y15042) profilin 




brasilipns is 1 


Seq. No. 


223703 


Seq. ID 


LIB31 65-05 1-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g625509 


BLAST score 


626 


E value 


2. 0e-65 


Match length 


126 


% identity 


25 


NCBI Description 


ubiquitin precursor — Arabidopsis -thaliana (fragment) 


Seq. No. 


223704 


Seq. ID 


LIB3165-051-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


514 


E value 


2.0e-52 


Match length 


135 


% identity 


78 ^ 


NCBI Description 


(X15190) Drecursor (AA -68 to 337) TPisum sativuml 


Seq. No. 


223705 


Seq. ID 


LIB31 65-05 1-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


677 


E value 


2.0e-71 


Match length 


140 


% identity 


91 


NCBI Description 


(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
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activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 





Rubisco activase [Arabidopsis thaliana] 


Seq. No, 


223706 


Seq. ID 


LIB3165-051-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


150 


E value 


1. 0e-09 


Match length 


74 


% identity 


45 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223707 


Seq. ID 


LIB3165-051-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3832512 


BLAST score 


361 


E value 


2.0e-34 


Match length 


123 


% identity 


59 


NCBI Description 


(AF097922) granule-bound glycogen (starch) synthase 




[Astragalus membranaceus] 


Seq. 'No. 


223708 


Seq. ID 


LIB3165-051-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3328122 


BLAST score 


663 


E value 


7.0e-70 


Match length 


135 


% identity 


99 


NCBI Description 


(AF073473) phosphoglycerate kinase precursor [Solanum 




tuberosum] 


Seq. No. 


223709 


Seq. ID 


LIB3165-051-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl31393 


BLAST score 


340 


E value 


5.0e-32 


Match length 


104 


% identity 


72 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN- EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_ernb_CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



223710 

LIB3165-051-Q1-K1-F3 

BLASTX 

g231610 

347 

8.0e-33 
126 
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% identity 


59 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi 67880 pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 




tobacco >gi 19785_emb_CAA45152_ (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


223711 


Seq. ID 


LIB3165-051-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3150404 


BLAST score 


418 


E value 


4.0e-41 


Match length 


136 


% identity 


62 


NCBI Description 


(AC004165) putative mitochondrial carrier protein 




[Arabidopsis thaliana] 


Seq. No. 


223712 


Seq. ID 


LIB3165-051-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


549 


E value 


2.0e-56 


Match 1 encrth 


132 


% identity 


84 


NCBI DescriDtion 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223713 


Seq. ID 


LIB31 65-05 1-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


139 


E value 


8 . Oe-12 


Match length 


91 


% identity 


53 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223714 


Seq. ID 


LIB3165-051-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3885511 


BLAST score 


252 


E value 


1.0e-21 


Match length 


104 


% identity 


51 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem I : 




barley [Medicago sativa] 


Seq. No. 


223715 


Seq. ID 


LIB3165-051-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4490321 


BLAST score 


455 


E value 


2.0e-45 


Match length 


116 


% identity 


78 



from 
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NCBI Description 



(AJ011604) nitrate transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223716 

LIB3165-051-Q1-K1-G4 ' 

BLASTX 

g400890 

240 

3.0e-20 

110 

44 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi__21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223717 

LIB3165-051-Q1-K1-G7 

BLASTX 

g2920666 

203 

3.0e-30 

86 
78 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223718 

LIB3165-051-Q1-K1-H1 

BLASTX 

g20733 

408 

6.0e-40 

81 
90 

(X15188) precursor C-terminal fragment 
[Pisum sativum] 



(AA -80 to 367) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223719 

LIB3165-051-Q1-K1-H10 

BLASTX 

g2492515 

412 

2.0e-40 

100 
84 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir S58298 ATPase - pepper (fragment) 

>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 

223720 

LIB3165-051-Q1-K1-H11 

BLASTX 

gl545805 

180 

1.0e-13 
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Match length 


45 


% identity 


78 


NCBI Description 


(D64052) 


Seq. No. 


223721 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


376 


E value 


3.0e-36 


Match lencrth 


102 


% identity 


77 


NCBI Description 


FRUCTOSE 


Seq. No. 


223722 


Seq. ID 


LIB3165- 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


359 


E value 


3.0e-34 


Match length 


124 


% identity 


62 


NCBI Description 


(X15188) 



(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 



-H2 



CHLOROPLAST PRECURSOR 



-H4 



precursor C-terminal fragment 
[Pisum sativum] 



(AA -80 to 367; 



Seq. No. 


223723 


Seq. ID 


LIB3165-051-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2895188 


BLAST score 


153 


E value 


5.0e-10 


Match length 


69 


% identity 


27 


NCBI Description 


(AF016011) CONSTANS homolog [Brassica napus] 


Seq. No. 


223724 


Seq. ID 


LIB3165-051-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


661 


E value 


1.0e-69 


Match length 


139 


% identity 


89 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223725 

LIB31 65-05 1-Q1-K1-H9 

BLASTX 

gl730910 

149 

2.0e-09 
137 

35 
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JNCBI Description 



HYPOTHETICAL 23.1 KD PROTEIN IN BSAA-ILVD INTERGENIC REGION 
>gi_1256633 (L77246) putative [Bacillus subtilis] 
>gi_2634609_emb_CAB14107_ (Z99115) similar to hypothetical 
proteins [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223726 

LIB3165-052-Q1-K1-A1 

BLASTX 

gll5473 

199 

1.0e-15 

89 
52 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_170219 (M94135) chloroplast carbonic 

anhydrase [Nicotiana tabacum] >gi_4 45610_prf 1909357A 

carbonic anhydrase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223727 

LIB3165-052-Q1-K1-A12 

BLASTX 

g3334200 

571 

5.0e-59 

131 

83 

GLYCINE DEHYDROGENASE ( DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_2894362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



223728 

LIB3165-052-Q1-K1-A2 

BLASTX 

g282833 

287 

1.0e-25 

69 
86 

phosphoglycerate kinase (EC 2.7.2.3) 



spinach ( fragment ) 



223729 

LIB3165-052-Q1-K1-A3 

BLASTX 

g4406530 

353 

2.0e-33 

97 

75 

(AF126870) rubisco activase [Vigna radiata] 
223730 

LIB3165-052-Q1-K1-A5 

BLASTX 

g2984709 

461 

4.0e-46 



31746 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
89 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
223731 

LIB3165-052-Q1-K1-A6 

BLASTX 

g3023752 

360 

3.0e-34 

121 

62 

FERREDOXIN I PRECURSOR >gi_1418 982_emb_CAA99756_ 
ferredoxin-I [Lycopersicon esculentum] 



(Z75520) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223732 

LIB3165-052-Q1-K1-A8 

BLASTX 

gl350930 

696 

1.0e-73 
146 

93 

40S RIBOSOMAL PROTEIN S13 
223733 

LIB3165-052-Q1-K1-A9 

BLASTX 

g4467098 

326 

3.0e-30 

134 

56 

(AL035538) putative protein [Arabidopsis thaliana] 
223734 

LIB3165-052-Q1-K1-B12 

BLASTX 

g!352821 

744 

3.0e-79 

146 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223735 

LIB3165-052-Q1-K1-B2 

BLASTX 

gl354515 

302 

2.0e-27 

137 
49 
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NCBI Description 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223736 

LIB3165-052-Q1-K1-B3 

BLASTX 

g2191138 

334 

3.0e-31 

120 
62 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223737 

LIB3165-052-Q1-K1-B6 

BLASTX 

gll73345 

412 

2.0e-40 

133 

63 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) ( SED (1,7) P2ASE) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase 

Arabidopsis thaliana >gi_78 64 66_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 


223738 


Seq. ID 


LIB3165-052-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


395 


E value 


2.0e-38 


Match length 


109 


% identity 


68 


NCBI Description 


(U93166) cysteine protease 


Seq. No. 


223739 


Seq. ID 


LIB3165-052-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


352 


E value 


2. Oe-33 


Match length 


128 


% identity 


59 


NCBI Description 


FERREDOXIN I PRECURSOR >gi_ 




ferredoxin-I [Lycopersicon 


Seq. No. 


223740 


Seq. ID 


LIB3165-052-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


706 


E value 


8.0e-75 



1418982 emb CAA99756 (Z75520) 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223741 

LIB3165-052-Q1-K1-C12 

BLASTX 

g4406530 

348 

7.0e-33 

98 
73 

(AF126870) rubisco activase [Vigna radiata] 
223742 

LIB3165-052-Q1-K1-C2 

BLASTX 

g4262239 

245 

8.0e-21 

115 
45 

(AC006200) putative membrane transporter [Arabidopsis 
thalianal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223743 

LIB3165-052-Q1-K1-C7 

BLASTX 

g4210948 

497 

2.0e-50 

98 

96 

(AF085275) DnaJ protein [Hevea brasiliensis] 
223744 

LIB3165-052-Q1-K1-C8 

BLASTX 

gl352821 

535 

8.0e-55 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223745 

LIB3165-052-Q1-K1-C9 

BLASTX 

gl00616 



31749 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276 

2.0e-24 

77 
71 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223746 

LIB3165-052-Q1-K1-D10 

BLASTX 

g2088651 

368 

3.0e-35 

133 

56 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223747 

LIB3165-052-Q1-K1-D11 

BLASTX 

g4406809 

180 

4.0e-13 

48 

69 

(AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223748 

LIB3165-052-Q1-K1-D12 

BLASTX 

g2765081 

525 

1.0e-53 

138 
75 

(Y10557) g5bf [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223749 

LIB3165-052-Q1-K1-D3 

BLASTX 

gl352821 

574 

2.0e-59 

108 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450 505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum]. 



Seq. No. 
Seq. ID 



223750 

LIB3165-052-Q1-K1-D7 



31750 




Method 


BLASTX 


NCBI GI 


g2982453 


BLAST score 


681 


F. V A 1 IIP 

J_l V u± 


6. Oe-72 


Match length 


143 


% identity 


92 


NCBI Description 


(AL022223) f ructose-bisphosphate aldolase-like proteir 




[Arabidopsis thaliana] 


Seq. No. 


223751 


Seq. ID 


LIB3165-052-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


557 


F 1 11 p 


2 . Oe-57 


Mat rh 1 pntrhhi 


134 


% identity 


84 


NTPRT naqprinf i nn 

L\ v»" J_> _L L/UO\> J 1- jw* 1 1- V-/ 1 1 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223752 


Seq. ID 


LIB3165-052-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


560 


F V3 1 IIP 

ill V U J. 


8 . Oe-58 


Ma+*r i ln 1 on n"t~ Y\ 


121 


O J- U.C11 1 L L.y 


87 


NfRT DpscriDtion 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


223753 


Sea ID 


LIB3165-052-Q1-K1-E1 


Mpt h nd 


BLASTX 


NCBI GI 


g2501572 


BLAST score 


149 


E value 

J— 1 V d -1— I— L \^ 


1 . Oe-09 


t* r*ln 1 pnrtth 


74 


£- i Hpnt" i 

O XU.C11 L± 


51 


NPRT np^rri nti on 


LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi 1350545 




(L47118) EMB8 gene product [Picea glauca] 


Sea. No. 


223754 


Seq. ID 


LIB3165-052-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4406530 


RTiAST score 


388 


F. Vr5 1 UP 


1 . Oe-37 


M^'hr'h 1 pnai~h 


110 


% identity 


74 


NPRT npqrri nf i on 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223755 


Seq. ID 


LIB3165-052-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g231688 


BLAST score 


619 


E value 


1.0e-64 



31751 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
100 

C AT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998__ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

223756 

LIB3165-052-Q1-K1-E12 

BLASTX 

gl31399 

465 

1.0e-46 

109 
82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi__82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 8 9__emb_CAA2 8450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 


223757 


Seq. ID 


LIB3165-052-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2739004 


BLAST score 


258 


E value 


3.0e-22 


Match length 


81 


% identity 


54 


NCBI Description 


(AF022461) CYP82Clp [Glycine max] 


Seq. No. 


223758 


Seq. ID 


LIB3165-052-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


374 


E value 


5.0e-36 


Match length 


76 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223759 

LIB3165-052-Q1-K1-E5 

BLASTX 

g3885341 

474 

1.0e-47 

107 
76 

(AC005623) unknown protein [Arabidopsis thaliana] 
223760 

LIB3165-052-Q1-K1-E8 
BLASTX 



31752 



# 



NCBI GI 


g2791834 


BLAST score 


623 


E value 


4.0e-65 


Match length 


120 


% identity 


99 


NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 


Seq. No. 


223761 


Seq. ID 


LIB3165-052-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3395429 


BLAST score 


177 


E value 


7.0e-13 


Match length 


61 


% identity 


52 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


223762 


Seq. ID 


LIB3165-052-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


634 


E value 


2.0e-66 


Match length 


135 


% identity 


88 


NCBI Description 


(D85339) hydroxypyruvate reductase [Arabidopsis thaliana 


Seq. No. 


223763 


Seq. ID 


LIB3165-052-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2982463 


BLAST score 


491 


E value 


1. Oe-49 


Match length 


145 


% identity 


70 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


223764 


Seq. ID 


LIB3165-052-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2632109 


BLAST score 


238 


E value 


5.0e-20 


Match length 


121 


% identity 


48 


NCBI Description 


(AJ000508) phospholipid glutathione peroxidase [Pisum 




sativum] 


Seq. No. 


223765 


Seq. ID 


LIB3165-052-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3540196 


BLAST score 


266 


E value 


3.0e-23 


Match length 


118 


% identity 


47 


NCBI Description 


(AC004260) Putative amp-binding protein [Arabidopsis 



31753 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223766 

LIB3165-052-Q1-K1-G1 

BLASTX 

g2765081 

506 

2.0e-51 

139 
72 

(Y10557) g5bf [Arabidopsis thaliana] 
223767 

LIB3165-052-Q1-K1-G2 

BLASTX 

g3043428 

524 

2.0e-53 

111 

87 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223768 

LIB3165-052-Q1-K1-G3 

BLASTX 

g4455208 

562 

6.0e-58 

139 

78 

(AL035440) putative protein [Arabidopsis thaliana] 
223769 

LIB3165-052-Q1-K1-G5 

BLASTX 

gl352821 

113 

2.0e-09 

89 

43 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223770 

LIB3165-052-Q1-K1-G7 

BLASTX 

g68200 

565 

2.0e-58 

139 
83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



31754 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223771 

LIB3165-052-Q1-K1-G8 

BLASTX 

g3688123 

369 

2.0e-35 

128 

63 

(AJ006293) 
ma jus] 



granule-bound starch synthase [Antirrhinum 



223772 

LIB3165-052-Q1-K1-G9 

BLASTX 

g2582822 

253 

1.0e-21 

124 

51 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

223773 

LIB3165-052-Q1-K1-H10 

BLASTX 

g3885511 

374 

6.0e-36 

106 
71 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

223774 

LIB3165-052-Q1-K1-H11 

BLASTX 

gl352821 

518 

6.0e-53\ 

100 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223775 

LIB3165-052-Q1-K1-H12 

BLASTX 

gl345698 

672 

7.0e-71 

132 
95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 



31755 



(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 


223776 


Seq. ID 


LIB3165-052-Q1-K1-H2 


Mph hod 


BLASTX 


NPRT PIT 


a267082 


RLAST qrore 


634 


W \tz* 1 np 

J_j v O.X UC 


2 Oe-66 


Mahoh 1 £-_r. rr h h 


122 


% identity 


95 


NCBI Description 


TUBULIN BETA- 8 CHAIN >gi 320189__pir JQ1592 tut 




chain - Arabidopsis thallana >gi__166908 (M8470f 




tubulin [Arabidopsis thaliana] 


O s2 L^ * LNU • 


223777 




LTR^I 6S-0 ^9-01 -K1 -H3 


Mot" h oH 


RT.A^TX 


NPRT PT 






j_. i i 


F VP! 1 IIP 


3 . Oe-17 


Mshch 1 printl". 


90 


% identity 


52 


NCBI Description 


(AF016633) GH1 protein [Glycine max] 


dorr Mn 


99 ^778 


ofcr • J. U 


LlOJlD J \J u W-*- J-N--L n*i 


l/lti L11UU 


RT.A^TY 


KffRT CLT 




■RT , 7\ Q T cpnrp 




R va 1 hp 

t ' v a ___ i_± w 


4 . Oe-38 


Mai - ph 1 prirrhh 
iia Lull lcnuuu 


109 


% identity 


75 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Spa No 


223779 


Seq. ID 


JjID Jl U J U J W-L- -TvX -Cl-J 


Mpt - hi nd 


BLASTX 


NPRT PT 






333 


F, Vr_ 1 11 P 
J_l v a -L LA c 


2 . Oe-31 


Match length 


99 


9c i Hpnf i 

O J.UC11 L J- t j 


15 


INUDl. UCO^-I — L U -L 1 1 


( J\VCl fc'] R 07 } nnl \/i ih. i m i"ih"in rFl ^PprrmiQ . mnhiP 1 1 at a 1 

^ -TIL. UUJ.UU ( j UUi V Lj.J-_> XL4U.-LL.-Lli. l_l_i_LCLCCiyilU.O LlILLLy C; J L CI L, G J 


Seq. No. 


223780 


Seq. ID 


LIB3165-052-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


282 


E value 


4.0e-25 


Match length 


140 


% identity 


46 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x 




tremuloides] 



31756 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223781 

LIB3165-052-Q1-K1-H8 

BLASTX 

g2088647 

223 

3.0e-18 

78 
53 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 


223782 


Seq. ID 


LIB3165-053-Q1-K1-A1 


Method 


BLASTX 


NCBT GI 


al421730 


BLAST score 


494 


F Vr5 1 IIP 


5 Oe-50 


Ma"t"p"h lpnrr1~hi 

1 id l— ■ Oil _1_ vii 1U LU 


118 


O -L \_J. 1 1 I L L y 


77 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


223783 


Seq. ID 


LIB3165-053-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


a3269292 


BLAST score 


183 


F, Vr5 1 1] P 


9 . Oe-14 


M^t"ph 1 pncf1~hi 


62 


% identity 


56 


NCBI Description 


(AL030978) putative protein [Arabidopsis thali 


Seq. No. 


223784 


Seq. ID 


LIB3165-053-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


al652892 


BLAST score 


127 


E value 


1.0e-12 


Match length 


113 


% identity 


47 


NCBI Description 


(D90909) ABC transporter [Synechocystis sp.] 


Seq. No. 


223785 


Seq. ID 


LIB3165-053-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2501568 


BLAST score 


173 


E value 


2.0e-12 


Match length 


54 


% identity 


54 


NCBI Description 


HYPOTHETICAL 28.8 KD PROTEIN SLL0506 




>gi_1001342_dbj__BAA10829_ (D64006) hypothetica 




[Synechocystis sp.] 


Seq. No. 


223786 


Seq. ID 


LIB3165-053-Q1-K1-A4 



31757 



# 



Method 


BLASTX 


NCBI GI 


g3860264 


Dlj_rlO 1 O^-VJXG 


418 


£j Veil Lit; 






86 


S- -I H^Til - "i t v 

O 1 ~ 1 1 1 L L j 


88 


NPRT Df^c'PT'i r>t* i on 


fACf)0Sfi?41 unknown nrof pin TArabidoosis thalianal 


Q prr No 


223787 


JC^» X VJ 


LIR3165-053-O1-K1-A5 


Ma f- n nH 

_ w lfc: Lllk-'V-A 


RTiA^TX 

±_>lJ_T.O J. /\ 


NCRT ftT 

J.NV/D1 ul 


a!778093 


BLAST score 


419 


E value 


5.0e-43 




139 


o X (J.C11 L X L. y 




IN £_> X UcbuIiptlUll 


frT£\_lQriCM m 1 +■ ^ +■ i t/o Qnrra r t - r^n Qrinrfpr • m f^ml^f^ y o "F Triflinr 

^ UUi JUti j U. L. a. 1 L VC o U. y Cl X UlullOUUl LCI / ILICJIlLU ~ X KJ 1 ILLCl J UJ. 




■fari 1 i tat i vp ^nr^rfairii lv; intearal nteitLbrane orotein TBeta 




v uiy alio j 


Qprr Kin 


223788 


S^a TO 


- LIB3165-053-O1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3559807 


DJjnO 1 q^ULC 


Zl ^ 


T7 1 tt -i 1 i n c\ 


1 Hp- 9 


LYlaLCii XeiiyLIl 


Q9 


o J_vj.fc.il i — l u _y 




INO.DX JJcbLiipLlUIl 


1 1 j\j_,o j nVw^r i jd piULcxu [niaJJiuupoio uiicixxciiicl j 


Corr Nn 


A J I \j Zt 


oetj . J. 1J 


JjIDjioj ujj ^x rvx ox 


l v lt_t LiiULJ. 


DT ACTV 
JDXj_t.O 1 _r_ 




y juouy ui 


BLAST score 


385 


E value 


3.0e-37 


i\iciuoii JLciiyi_j.i 


i on 

iuu 


15 lUcIlLl 


7? 
/ z. 




^ rijj u i i u u j j puLaLi vc piuuciii |_^ix ajj±uupD i o i_ lid x x cLiia. j 




/Ljl *t 4 J tJilLiJ L-nDJUOUl ■ X y xT.Xj U J J J_< / ) LJ Li L. G 1 LVC piU _Clil 




ri-yaVM HatiOi o -l-ha 1 i anal 
(maJJlUUpblD Liia.XXa.lia. J 


O C . IN U> * 


2237 90 


Sea ID 


LIB31 65-05 3-01-K1-B12 


L\lcr LI1UU 


DLir.0 1 /_ 


NPRT CrT 

LM^Dl ul 


y ii / u ju / 


BLAST score 


675 


E value 


3.0e-71 


Tv/I a 4- /-iVi f __m /t+" n 
LudLOXl icliyuil 


X O -7 


•6 lQenLlXy 


Q1 


NCBI Description 


MiU-xWUbx lUL-i-FHUbFHAihj biNlhAbi-j (irb) 




>gi 1085960 pir S52648 IN01 protein - Citrus paradisi 




>gi__602565__emb_CAA83565__ (Z32632) IN01 [Citrus x paradisi 


Seq. No. 


223791 


Seq. ID 


LIB3165-053-Q1-K1-B2 


Method 


BLASTX 



31758 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl363526 
681 

6.0e-72 

138 

92 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - maize chloroplast >gi_902251_emb_CAA60315_ 
(X86563) cytochrome B6 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223792 

LIB3165-053-Q1-K1-B3 

BLASTX 

g3023281 

457 

1.0e-45 

141 
64 

HIGH AFFINITY AMMONIUM TRANSPORTER 
>gi_2065194_emb_CAA64475_ (X95098) 
[Lycopersicon esculentum] 



ammonium transporter 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223793 

LIB3165-053-Q1-K1-B4 

BLASTX 

g2739375 

243 

1.0e-20 

107 
50 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223794 

LIB3165-053-Q1-K1-B5 

BLASTX 

g2129452 

481 

2.0e-48 

106 

16 

polyubiquitin - red alga 



(Gracilaria verrucosa) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223795 

LIB3165-053-Q1-K1-B6 

BLASTX 

g289920 

206 

6.0e-29 

90 
80 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223796 

LIB3165-053-Q1-K1-C10 

BLASTX 

g2494175 

208 



31759 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

101 
49 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



2 (GAD 2) >gi_1184960 (U46665) 
2 [Arabidopsis thaliana] 
>gi_1236619 (U49937) glutamate decarboxylase [Arabidopsis 
thaliana] 



223797 

LIB3165-053-Q1-K1-C11 

BLASTX 

gl31773 

200 

8.0e-16 

78 
65 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH2 ) 

>gi_82724j?ir B30097 ribosomal protein S14 

maize 



(clone MCH2) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223798 

LIB3165-053-Q1-K1-C12 

BLASTX 

gl709825 

338 

7.0e-32 
124 
65 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 


223799 


Seq. ID 


LIB3165-053-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2114046 


BLAST score 


642 


E value 


2.0e-67 


Match length 


137 


% identity 


91 


NCBI Description 


(AB002147) water channel 


Seq. No. 


223800 


Seq. ID 


LIB3165-053-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


159 


E value 


1.0e-12 


Match length 


107 


% identity 


44 


NCBI Description 


(AC004705) hypothetical 


Seq. No. 


223801 


Seq. ID 


LIB3165-053-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


268 


E value 


6.0e-25 



[Arabidopsis thaliana] 



31760 



Match length 

%. Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223802 

LIB3165-053-Q1-K1-D11 

BLASTX 

g3258571 

463 

2.0e-46 

117 

80 

(U89959) Hypothetical protein [Arabidopsis thaliana] 



223803 

LIB3165-053-Q1-K1-D3 

BLASTX 

gll68411 

547 

3.0e-56 

137 
82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



223804 

LIB3165-053-Q1-K1-D4 

BLASTX 

g3023752 

322 

7.0e-30 
114 
61 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223805 

LIB3165-053-Q1-K1-D8 

BLASTX 

gl352821 

386 

2.0e-37 

73 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223806 

LIB3165-053-Q1-K1-E1 

BLASTX 

g4455208 



31761 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



531 

2.0e-54 

141 

73 

(AL035440) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



223807 

LIB3165-053-Q1-K1-E11 

BLASTX 

g4006872 

280 

6.0e-25 

75 
76 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 

223808 

LIB3165-053-Q1-K1-E12 

BLASTX 

g231688 

613 

5.0e-64 

123 

94 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

223809 

LIB3165-053-Q1-K1-E2 

BLASTX 

g2582822 

203 

7.0e-16 

115 
48 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

223810 

LIB3165-053-Q1-K1-E4 

BLASTX 

g2494076 

442 

3.0e-55 

124 

84 

NADP-DEPENDENT GLYCERALDEHYDE-3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE) (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 

223811 

LIB31 65-05 3-Q1-K1-E5 



31762 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll81599 

414 

1.0e-40 

111 

74 

(D83007) 



subunit of photosystem I [Cucumis sativus] 



223812 

LIB3165-053-Q1-K1-E7 

BLASTX 

gll72664 

330 

8.0e-31 

70 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127 083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223813 

LIB3165-053-Q1-K1-F1 

BLASTX 

gl352821 

482 

6.0e-49 

89 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223814 

LIB3165-053-Q1-K1-F10 

BLASTX 

gl25578 

214 

5-0e-21 

75 
73 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

223815 

LIB3165-053-Q1-K1-F12 

BLASTX 

gl346155 

459 

6.0e-46 

104 



31763 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYL TRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

223816 

LIB3165-053-Q1-K1-F2 

BLASTX 

g2979550 

203 

4.0e-16 

95 
48 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 

223817 

LIB3165-053-Q1-K1-F4 

BLASTX 

gl352821 

627 

1.0e-65 

116 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223818 

LIB3165-053-Q1-K1-F5 

BLASTX 

gl709651 

437 

2.0e-43 

138 
62 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

223819 

LIB3165-053-Q1-K1-F6 

BLASTX 

gl352821 

557 

1.0e-57 

105 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31764 



€1 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223820 


Seq. ID 


LIB3165-053-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


236 


E value 


1.0e-19 


Match length 


73 


% identity 


58 


NCBI Description 


ELONGATION FACTOR 1 BETA f >gi 322 




translation elongation factor eEF 




>gi_218161_dbj_BAA02253__ (D12821) 




[Oryza sativa] 


Seq. No. 


223821 


Seq. ID 


LIB3165-053-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2661021 


BLAST score 


667 


E value 


3. Oe-70 


Match length 


126 


% identity 


98 


NCBI Description 


(AF035255) catalase [Glycine max] 


Seq. No. 


223822 


Seq. ID 


LIB3165-053-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


261 


E value 


1.0e-22 


Match length 


52 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



S29224 



rxce 

>r 1 beta' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223823 

LIB3165-053-Q1-K1-G4 

BLASTX 

g231503 

166 

2.0e-21 

80 
67 

ACTIN 97 >gi__100417_pir S20098 actin - potato 

>gi_2154 4_emb_CAA39280_ (X55751) actin [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223824 

LIB3165-053-Q1-K1-G8 

BLASTX 

g3800853 

642 

3.0e-71 



31765 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
96 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

223825 

LIB3165-053-Q1-K1-H12 

BLASTX 

g2191136 

323 

5.0e-51 

140 
70 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

223826 

LIB3165-053-Q1-K1-H2 

BLASTX 

g3075400 

289 

4.0e-26 

73 
71 

(AC004484) putative thromboxane-A synthase [Arabidopsis 
thaliana] >gi_3413720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 

223827 

LIB3165-053-Q1-K1-H4 

BLASTX 

gl352821 

412 

2.0e-40 

137 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223828 

LIB3165-053-Q1-K1-H5 

BLASTX 

gl352821 

178 

3.0e-15 

56 
80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223829 

LIB3165-055-P1-K1-A1 

BLASTX 

g445116 

558 

1.0e-57 

116 
91 

light-harvesting complex I la protein; 



[Hordeum vulgare] 



223830 

LIB3165-055-P1-K1-A10 
BLASTX 
gl00203 
291 

2.0e-26 
77 
73 

cysteine proteinase {EC 3.4.22.-) precursor 
> gi_l 919 5_emb_CAA7 8 4 0 3_ 



tomato 

Z14028) pre-pro-cysteine 



proteinase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223831 

LIB3165-055-P1-K1-A11 

BLASTX 

g2673914 

538 

3.0e-55 

117 

80 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
223832 

LIB3165-055-P1-K1-A12 

BLASTX 

g4056507 

189 

2.0e-14 

55 
65 

(AC0058 96) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



223833 

LIB3165-055-P1-K1-A5 

BLASTX 

g4406530 

312 

9.0e-29 

109 

62 

(AF126870) rubisco activase [Vigna radiata] 
223834 

LIB3165-055-P1-K1-A6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g266893 
586 

6.0e-61 

119 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416__pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 


223835 


Seq. ID 


LIB3165-055-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


239 


£j V CI -L U. ~ 


3. Oe-20 


Mahrh 1 on rri~ n 


108 




50 


KIPR T Hp c* r* v "i t>1~ "ion 


(AL021811) H+-transporting ATP synthase chain9 - like 




protein [Arabidopsis thaliana] 


Sea No. 


223836 


Seq. ID 


LIB3165-055-P1-K1-B8 


Method 


BLASTX 


NfRT CJ 

IN OLJ X O -L 


a3869088 

v4 \J \J *s \J \J w 




Jll 


XLi v d-L Lie 


4 . Oe-52 


M^t"ph 1 pnrrt"h 


97 




100 


KTPR T Dp cpri of" "1 on 

L\ V-> £j -L UCDUJ ^ ^ L v> 1 ± 


(AB019427) elongation factor-1 alpha [Nicotiana paniculat. 


vSea No 


223837 


Seq. ID 


LIB3165-055-P1-K1-B9 


Method 


BLASTX 




rr70644 




545 




4 Op-R^i 

*± • \JK2 -J U 


i v la.L,^XJL icily Lll 


114 


-6 XUcIlW-LLy 


1 ft 


NCBI Description 


ubiquitin precursor - common sunflower (fragment) 


Seq. No. 


223838 


Seq. ID 


LIB3165-055-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


204 


E value 


4.0e-16 


Match length 


92 


% identity 


47 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


223839 


Seq. ID 


LIB3165-055-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2499945 


BLAST score 


430 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-42 

118 
67 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 f -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA5068 6__ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 


223840 


Seq. ID 


LIB3165-055-P1-K1-C12 


Method 


B LASIX 


NCBI GI 


g2959643 




1 ?7 


Hi Va_LU.tr 


? Do- 1 ^ 


l v Jal_Oll -Lolly LI 1 




x> lUcllLl L_y 




M r~* D X r*\ n c ri v 1 i y~\ ■}— n r"\ t"i 

lnudx uescripLion 


lAi! uuiyy j j -L-Liu i-LBu u j_ anspoir i-e J_ [nOIUO 


q^rr Kin 


_^ __ >_J O t J_ 


Seq. ID 


LIB3165-055-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


203 


E value 


5.0e-16 


Match length 


97 


% identity 


51 


NCBI Description 


(U55837) carbonic anhydrase [Populus 




tremuloides] 


Seq. No. 


223842 


Seq. ID 


LIB3165-055-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g!362086 


BLAST score 


496 


E value 


2.0e-50 


Match length 


103 


% identity 


91 



x Populus 



NCBI Description 



5 -methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223843 

LIB3165-055-P1-K1-C6 

BLASTX 

g4433048 

325 

3.0e-30 

92 
75 

(D2 657 8) DNA-binding protein [Daucus carota] 
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® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223844 

LIB3165-055-P1-K1-C7 

BLASTX 

gl709825 

277 

1.0e-24 

112 
62 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223845 

LIB3165-055-P1-K1-C8 

BLASTX 

gl439609 

566 

1.0e-58 

113 

54 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223846 

LIB3165-055-P1-K1-C9 

BLASTX 

g!352821 

364 

7.0e-35 

71 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_2 7 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_45 0505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223847 


Seq. ID 


LIB3165-055-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


324 


E value 


3.0e-30 


Match length 


85 


% identity 


76 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


223848 


Seq. ID 


LIB3165-055-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


420 


E value 


2.0e-41 


Match length 


109 


% identity 


75 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 



31770 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223849 

LIB3165-055-P1-K1-D3 

BLASTX 

g3122232 

228 

6.0e-19 

95 
55 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4 454 008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223850 

LIB3165-055-P1-K1-D4 

BLASTX 

gl352821 

505 

2.0e-51 

104 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223851 

LIB3165-055-P1-K1-D6 

BLASTX 

g!18564 

562 

4.0e-58 

113 

92 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223852 

LIB3165-055-P1-K1-D8 

BLASTX 

g4406530 

2 92 

2.0e-26 

80 
75 

(AF12 6870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 



223853 

LIB3165-055-P1-K1-D9 
BLASTX 



31771 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(cab- 11) - tomato 



gl00196 
441 

6.0e-44 

98 
83 

chlorophyll a/b-binding protein 
223854 

LIB3165-055-P1-K1-E12 

BLASTX 

g4164408 

461 

3.0e-46 

97 
88 

(AJ132228) amino acid carrier [Ricinus communis] 
223855 

LIB3165-055-P1-K1-E8 

BLASTX 

g3510254 

362 

1.0e-34 
104 

72 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
223856 

LIB3165-055-P1-K1-E9 

BLASTX 

g2765817 

149 

1. 0e-09 

57 

54 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb"_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

223857 

LIB3165-055-P1-K1-F10 

BLASTX 

g289920 

571 

4.0e-59 

108 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



223858 

LIB3165-055-P1-K1-F11 

BLASTX 

g4406530 

278 

7.0e-25 

79 



31772 



% identity 

NCBI Description 



73 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223859 

LIB3165-055-P1-K1-F12 
BLASTX 
g477280 
427 

3.0e-42 
110 
73 

mitochondrial processing peptidase (EC 
protein precursor - potato >gi_410 6" ■ 
c reductase-processing peptidase suL^nit I, subunit I, 

P55 [potatoes, var. Marfona 7 tuber, Peptide Mi. chondrial, 
534 aa] 



99.41) 55K 

0 cytochrome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223860 

LIB3165-055-P1-K1-F2 

BLASTX 

gl737492 

142 

7.0e-09 

110 

33 

(U81318) poly (A) -binding protein [Triticum aestivum] 
223861 

LIB3165-055-P1-K1-F3 

BLASTX 

gl00602 

337 

1.0e-31 

97 

65 

infection-related protein - barley 



223862 

LIB3165-055-P1-K1-F5 

BLASTX 

g729252 

199 

2.0e-29 

104 

59 

CYTOCHROME B5 >gi__167140 (M87514) cytochrome b-5 

oleracea] >gi_384338_prf 1905426A cytochrome b5 

oleracea] 



[Brassica 
[Brassica 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223863 

LIB3165-055-P1-K1-F8 

BLASTX 

g289920 

578 

6.0e-60 

110 

97 



31773 



NCBI Description 



(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


223864 


Seq. ID 


LIB3165-055-P1- 


Mp1~htod 

L 1~ L-l lu 


BLASTX 


LN <j £5 -L OX 


g2511693 


"RTiAST score 


376 


TT \7=i 1 iip 


3. Oe-36 


Mp'hr'hi 1 p'nrri'h 

Lid. L^ii iciiy lii 


100 


% identity 


73 


KIPR! DescriDtion 


(Z99954) cyste 


Spa No. 


223865 


Seq. ID 


LIB3165-055-P1 


Method 


BLASTX 


NCBI GI 


g3914435 


BLAST score 


450 


E value 


6.0e-45 


Match length 


93 


% identity 


88 


NCBI Description 


PROFILIN 1 >gi 




[Glycine max] 



-F9 



(AJ223982) profilin 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223866 

LIB3165-055-P1-K1-G2 

BLASTX 

gl352821 

486 

3.0e-49 

99 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA3802 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223867 

LIB3165-055-P1-K1-G3 

BLASTX 

g2499931 

268 

1.0e-23 

65 
80 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 

223868 

LIB3165-055-P1-K1-G4 

BLASTX 

g3688125 

274 



31774 



® 



E value 
Match length 
% , identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

97 
64 

(AJ006294) 
ma jus] 



granule-bound starch synthase [Antirrhinum 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



223869 

LIB3165-055-P1-K1-G5 

BLASTX 

gl352821 

517 

8.0e-53 

108 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223870 

LIB3165-055-P1-K1-G7 

BLASTX 

gl703292 

312 

8.0e-29 

98 
69 

HIGH AFFINITY AMMONIUM TRANSPORTER >gi_5512 1 9_emb_CAA5 3 4 7 3_ 
(X75879) amtl [Arabidopsis thaliana] 

223871 

LIB3165-055-P1-K1-H1 

BLASTX 

g68200 

285 

1.0e-25 

78 
77 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633__emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

223872 

LIB3165-055-P1-K1-H10 

BLASTX 

g4239845 

190 

2.0e-14 

118 
40 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
223873 

LIB3165-055-P1-K1-H11 

BLASTX 

gll72664 



31775 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



186 

5.0e-14 

39 
92 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223874 

LIB3165-055-P1-K1-H12 

BLASTX 

gl00616 

396 

1.0e-38 

108 

69 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi__167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223875 

LIB3165-055-P1-K1-H2 

BLASTX 

gl!68408 

518 

6.0e-53 

113 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 
>gi 2118268 pir S58168 f ructose-bisphosphate aldolase (EC 
4.1.2.13) - garden pea >gi_927507_emb_CAA61946_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223876 

LIB3165-055-P1-K1-H3 

BLASTX 

g421826 

308 

3.0e-28 

98 

62 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223877 

LIB3165-055-P1-K1-H5 

BLASTX 

g2492782 

284 

2.0e-25 



31776 



Match length 

% identity 

NCBI Description 



59 
78 

AL PH A- GALAC T 0 S I DAS E PRECURSOR (MELIBIASE) 
(AL P HA- D - GAL AC T 0 S I DE GALACTOHYDROLASE) >gi_504489 
alpha-galactosidase [Coffea arabica] 



(L27992) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223878 

LIB3165-055-P1-K1-H6 

BLASTX 

g3292814 

173 



1—1 V Ul 


2 . Oe-12 


Lid COll J.Cliy Oil 


100 


% "i dent it v 


46 


WPRT Hp^rri nt* i on 


(AL031018) putative protein [Arabidopsis thaliana] 


Sea No 


223879 


O tr . XL/ 1 


LIB3 165-0 55- P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2435517 


.DXj.tt.0 1 oOUXfc: 


312 


"IT 1 ~\ t i n ^ 

£j Vdluc 




naLCii xeriyuii 


1 07 
x u / 


^ lUc 1 1 L. x l. y 




JN^JDl UcbOl Xp L XUI1 
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f Sya V^l i Hi^nc i a "hVia 1 -t anal 


o e q . in o ■ 


ZlJOOU 


O fcit^ ■ XL/ 


JjiD J J. U J \J -^J *J XX X. \. X 11-/ 


Method 


BLASTX 


NCBI GI 


gl684851 






TT 1 Tito 


6 . Oe-23 


rial- Oil XcJJ.iyL.il 


81 

O X 








\ U f / JJ J J L/lICtC J UL U LCX11 [ riluOCUX U.D V L4. _L y CL J — LO J 


o c; . lvu » 


223881 


Seq. ID 


LIB3165-056-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl076748 


BLAST score 


178 


E value 


2.0e-13 


Match length 


59 


% identity 


59 


NCBI Description 


major intrinsic protein - rice >gi_4408 69_dbj_BAA04257 




(D17443) major intrinsic protein [Oryza sativa] 


Seq. No. 


223882 


Seq. ID 


LIB3165-056-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


403 


E value 


2.0e-39 


Match length 


106 


% identity 


80 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



31777 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223883 

LIB3165-056-P1-K1-B1 

BLASTX 

g2554675 

202 

4.0e-16 

66 
68 

Three-Dimensional Structure Of Glycolate Oxidase With Bound 
Active-Site Inhibitors >gi_2624594_pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideatlty 

NCBI Description 



223884 

LIB3165-056-P1-K1-B10 

BLASTX 

g3023752 

238 

4.0e-20 

93 

56 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (275520) 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



223885 

LIB3165-056-P1-K1-B12 

BLASTX 

gl352821 

457 

8.0e-46 

93 

94 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_ernb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223886 

LIB3165-056-P1-K1-B2 

BLASTX 

gl31393 

144 

2.0e-09 

66 

56 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_100360_jpir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039. 1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 

223887 

LIB3165-056-P1-K1-C12 
BLASTX 



31778 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2754849 
312 

3.0e-29 

77 

86 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

223888 

LIB3165-056-P1-K1-D10 

BLASTX 

gl21344 

165 

1.0e-ll 

68 
53 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 

{ GLUTAMATE -AMMONIA LIGASE) (CHLOROPLAST GS2 ) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 

(EC 6.3.1.2) [Pisum sativum] 

223889 

LIB3165-056-P1-K1-D12 

BLASTX 

gll5813 

565 

2.0e-58 

114 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

223890 

LIB3165-05 6-P1-K1-E12 

BLASTX 

gl565225 

151 

2.0e-13 

66 

39 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
223891 

LIB3165-056-P1-K1-F1 

BLASTX 

g4455235 

181 

3.0e-16 

63 
78 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 



Seq. No. 



223892 



31779 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3165-056-P1-K1-F11 

BLASTX 

gll69528 

164 

4.0e-13 

57 
81 

ENOLASE 2 ( 2 - PHOS PHOGL YCERATE DEHYDRATASE 2) 
(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE 2) >gi__602253 (U17973) 
enolase [Zea mays] 

223893 

LIB3165-056-P1-K1-F12 

BLASTX 

gl711355 

232 

2.0e-19 

90 
59 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi_42178 6_pir S34 678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

223894 

LIB31 65-05 6-P1-K1-H12 

BLASTX 

g2760537 

137 

9.0e-09 

34 
79 

(Y16088) cytosolic form of cyclophilin [Lupinus luteus] 



223895 

LIB3165-057-P1-K1-A11 

BLASTX 

g3282092 

160 

6.0e-ll 

106 

38 

(AJ007446) hypothetical protein 



[Thermotoga neapolitana] 



223896 

LIB3165-057-P1-K1-A4 

BLASTX 

g4220518 

232 

2.0e-19 

111 

47 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
223897 

LIB3165-057-P1-K1-B10 
BLASTX 



31780 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
577 

8.0e-60 

118 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 95 8 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1-1,39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223898 


Seq. ID 


LIB3165-057-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2829916 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


48 


% identity 


75 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis 


Seq. No. 


223899 


Seq. ID 


LIB3165-057-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


541 


E value 


2.0e-55 


Match length 


115 


% identity 


92 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223900 

LIB3165-057-P1-K1-B6 

BLASTX 

g3660471 

379 

9.0e-37 

91 

82 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223901 

LIB3165-057-P1-K1-C1 

BLASTX 

g430947 

338 

1.0e-32 

97 
76 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 
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Q/^n- Kin 




Seq. ID 


LIB3165-057-P1-K1-C2 




BLASTX 


NCBI GI 


g320622 


BLAST score 


593 


E value 


1 np-6i 


Mafph ~\ 0 in in"} - Vi 
rJa Ll/Il ±cuy Lii 


19 3 


0 J_Ut3ll L X L _y 


ft Q 

O z> 


IM^Dl Ukz 0 OX ip L. ItJIl 


px oxjai-j-Lc pxuLexii js._Liia.oe uiciize ^xraynienL,; ^gi idoOio 




f "NA CO QQ R \ Y-\ y fain L~~ t> _i a £_ r 7 a **^ m -uto 1 

^i v ioz_70o^ protein Kinase il^cl iuaysj 


Oct|« In (J • 


993Q03 


Seq. ID 


LIB3165-057-P1-K1-D10 


Mp t h nH 


BLASTX 


NCBI GI 


gl931640 


BLAST score 


325 


E value 




LlClL.t_.II _LtiiILJL.il 




x> iuerjxiL.y 


041 


NPRT Dp<?nr"int"irin 

iN\_-I_> J. IJCi-Liipi LUil 


\u_7j_5/jj oeiine LaiJjUAypep1.1u.doe isoioy LH.raj_?ia.opsis 




Lilal lalla J 


Q(__rr No 
O C L| * LN (J * 




C ArT TP) 


LIDjIuj U3 / Jr X rvl I_il__ 


Method 


BLASTX 


NCBI GI 


gll68411 


T3T ACT 1 cnnra 

jojui-io 1 score 




Hj Vciiue 


1 . ue z / 


Match length 




^ iu.eijxii_.y 


7 9 


_nu_->± uescripi.ion 


irDrTPTAOTT-DTODUnCDUAT 1 !? AT Pi/^T 7\ C 1 U 1 nnr ADi^DT t\ nm nnrrTTDCAD 

£KULlUoJ_i-DlornUoriii_li. AJjUULiAbl- , LhLUKUFLAb 1 rKiliUJKbUK 


Oclj. _N LJ . 




Seq. ID 


T.TR31 fiS-O^-PI -K1 -F4 


Mp1~ h nd 

_ J L< 11 W V_*L 


BLASTX 


NCBI GI 


gl34892 


BLAST score 


223 


E value 


3.0e-19 


Match length 


114 


% identity 


55 


NCBI Description 


SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 



(SR- ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle receptor 

- human >gi_30866__emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4 507 223_ref_NP_00 3130 . l_pSRPR_ signal 
recognition particle receptor ('docking protein 1 ) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223906 

LIB3165-057-P1-K1-G11 

BLASTX 

gl352821 

432 

8.0e-43 

101 
89 

RIBUL0SE BISPH0SPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 



31782 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223907 


Seq. ID 


LIB3165-057-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4056493 


BLAST score 


202 


E value 


7 .Oe-16 


Match length 


97 


% identity 


40 


NCBI Description 


(AC005896) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223908 


Seq. ID 


LIB3165-058-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


188 


E value 


1.0e-14 


Match length 


58 


% identity 


62 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U7-4321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 


4 223909 


Seq. ID 


LIB3165-058-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


267 


E value 


2.0e-23 


Match length 


67 


% identity 


72 


NCBI Description 


(AF095641) MTN3 homolog 


Seq. No. 


223910 


Seq. ID 


LIB3165-058-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


171 


E value 


3.0e-12 


Match length 


56 


% identity 


66 


NCBI Description 


(U63784) PAPS-reductase- 


Seq. No. 


223911 


Seq. ID 


LIB3165-058-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


258 


E value 


7.0e-37 


Match length 


107 


% identity 


73 


NCBI Description 


CHLOROPHYLL A-B BINDING 



(CAB-7) >gi_100201_pir_ 



PROTEIN OF LHCI TYPE II PRECURSOR 
S07408 chlorophyll a/b-binding 



31783 



# 



protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223912 

LIB3165-058-P1-K1-B3 

BLASTX 

g231610 

182 

1.0e-13 

48 

79 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi__67880__pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


223913 


Seq. ID 


LIB31 65-058 -P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


300 


E value 


2.0e-27 


Match length 


113 


% identity 


66 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis 


Seq. No. 


223914 


Seq. ID 


LIB3165-058-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


339 


E value 


5.0e-32 


Match length 


73 


% identity 


90 


NCBI Description 


ETHYLENE- INDUCIBLE PROTEIN HEVER 



L_2129913__pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223915 

LIB3165-058-P1-K1-C8 

BLASTX 

g4510376 

186 

5.0e-14 

69 
54 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



223916 

LIB3165-058-P1-K1-C9 
BLASTX 



31784 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914605 
166 

6.0e-12 

77 
52 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



beg . no . 


99 oQ-i 7 


Qeirr TTl 

oeq. ±U 


T.TR^I ^S-flRR-Pl -TCI -VI 

LliDJlDJ U JO ST ± IX-L £ ~J 


Metnoa 


rjT 7V QTY 

rSLiAb 1 A 


NCBI GI 


g2879811 


BLAST score 


149 


E value 


1 . Ue-Z ± 


f. * j_ T ...... i 1 

Matcn lengtn 


bZ 


% identity 


/ 4 


NCBI Description 


triOZZo ji d j riDOSOiuaj. pronexn .lju 


Seq. No. 




beg. iu 


LIdjIOj UDo rl J\l bl 


Method 


oJ_irlO 1 A 


NCBI GI 


g2501578 


BLAST score 


575 


E value 


2.0e-59 


Match length 


122 


% identity 


96 


NCBI Description 


ETHYLENE- INDUCIBLE PROTEIN HEVER 




ethylene-responsive protein 1 - 




>gi_1209317 (M88254) ethylene-in( 




brasiliensis] 


Seq. No. 


223919 


Seq. ID 


LIB3165-058-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g542087 


BLAST score 


196 


E value 


4.0e-32 


Match length 


112 


% identity 


67 



S60047 



Para rubber tree 



NCBI Description 



sucrose transport protein - potato >gi_439294_emb_CAA4 8915_ 
(X69165) sucrose transport protein [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223920 

LIB3165-058-P1-K1-G12 

BLASTX 

gll81599 

122 

5.0e-10 

74 
57 

(D83007) subunit of photosystem I [Cucumis sativus] 



Seq. No. 



223921 



31785 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-058-P1-K1-H12 

BLASTX 

gl352821 

308 

9.0e-29 

63 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223922 

LIB3165-058-P1-K1-H9 

BLASTX 

g2655098 

202 

6.0e-16 

82 
44 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223923 

LIB3165 

BLASTX 

gl21080 

143 

3.0e-09 

64 

56 

GLYCINE 
>gi_107 
precurs 
protein 
glycine 
sativum 
sativum 



■059-P1-K1-A11 



CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

0 638_pir GCPMH glycine cleavage system protein H 

or - garden pea >gi__20737_emb_CAA4597 8_ (X64726) H 

[Pisum sativum] >gi_169093 (J05164) H-protein of 
decarboxylase precursor (EC 2.1.2.10) [Pisum 

1 >gi_287815__emb_CAA37704_ (X53656) H-protein [Pisum 
] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223924 

LIB31 65-05 9-P1-K1-A8 

BLASTX 

g4406530 

250 

2.0e-21 

85 
64 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223925 

LIB3165-059-P1-K1-B12 

BLASTX 

gl684851 

191 

1.0e-14 

55 

69 



31786 



NCBI Description (U77935) DnaJ-like protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223926 

LIB3165-059-P1-K1-B4 

BLASTX 

gl352821 

140 

5.0e-09 

41 

71 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38 02 6__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223927 

LIB3165-059-P1-K1-C11 

BLASTX 

g541951 

123 

1.0e-13 

68 
58 

SPCP2 protein 
[Glycine max] 



soybean >gi_310578 (L12258) nodulin-26 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223928 

LIB3165-059-P1-K1-D11 

BLASTX 

g2565305 

366 

3.0e-35 

99 
73 

(AF024589) glycine decarboxylase P subunit 
Triticum sp. ] 



[Hordeum sp. x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223929 

LIB3165-059-P1-K1-D12 

BLASTX 

g2995384 

262 

4.0e-23 

86 
63 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223930 

LIB3165-059-P1-K1-E5 

BLASTX 

gl352821 

152 

2.0e-10 

33 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31787 




(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223931 


Seq. ID 


LIB3165-059-P1-K1-F1 1 


Method 


BLASTX 


NCBI GI 


all68411 


BLAST score 


162 


E value 


4 . Oe-15 


Match length 


83 


% identity 


67 


NCBI Description 


FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Sea. No. 


223932 


Sea ID 
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Mpt hnri 


OXJJTlO i. .A. 
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56 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 
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56 


NCBI Description 


heat-shock cognate protein 70-3 - tomato >gi 762844 




(L41253) Hsc70 [Lycopersicon esculentum] 


Sea No 


99 

-J Zt o *± 


Seq. ID 


jjidjiuj u it x rvx — xl x U 


1 LllV^l 


RT.A9TY 

DLirtO 1 A. 


NPRT 


rrl d ? 1 fi9Q 
yl^ jlDZ j 


RT.A^T qrnrp 

DiinOl O^W.LC 




T* 1 . 1 11 
1—1 V G± UU 


O ■ U fer x 


Match lenath 


57 


% identity 


61 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna radiata 


Seq. No. 


223935 


Seq. ID 


LIB3165-060-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2507153 


BLAST score 


189 


E value 


3.0e-14 


Match length 


134 


% identity 


35 


NCBI Description 


VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS16 



>gi_2133204_pir S62031 vacuolar protein sorting-associated 

protein VPS16 - yeast (Sac char omyces cerevisiae) 

31788 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_1171414 (U44030) Vspl6p: Vacuolar sorting protein 
[Saccharomyces cerevisiae] 

223936 

LIB3165-060-Q1-K1-A3 

BLASTX 

g3914603 

517 

3.0e-62 

134 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi__1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223937 

LIB3165-060-Q1-K1-A4 

BLASTX 

g2832783 

488 

2.0e-49 

98 

91 

(AJ225806) potassium channel beta subunit [Egeria densa] 
223938 

LIB3165-060-Q1-K1-A5 

BLASTX 

g232029 

377 

1.0e-36 

74 
99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>giJL00154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor 1A [Daucus carota] 

223939 

LIB3165-060-Q1-K1-A6 

BLASTX 

gl928981 

510 

5.0e-52 

109 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

223940 

LIB3165-060-Q1-K1-A8 

BLASTX / 

g3121825 

322 

7.0e-30 
123 



31789 



II 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA6 391 0_ (X94219) 
basl protein [Spinacia oleracea] 

223941 

LIB3165-060-Q1-K1-B1 

BLASTX 

gl351408 

437 

2.0e-43 

104 

78 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi__1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 

223942 

LIB3165-060-Q1-K1-B11 

BLASTX 

g2501353 

438 

1.0e-43 

89 

93 

T RAN SKE TOLAS E , CHLOROPLAST (TK) >gi_1084 4 4 0_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 

(fragment) >gi_664 901_emb_CAA8 6607_ (Z46646) transketolase 

[Craterostigma plantagineum] 

223943 

LIB3165-060-Q1-K1-B12 

BLASTX 

g3421102 

332 

3.0e-31 

77 
81 

(AF043530) 
thaliana] 



20S proteasome beta subunit PBB1 [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



223944 

LIB3165-060-Q1-K1-B2 

BLASTX 

g2832643 

281 

3.0e-25 

70 
81 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
223945 

LIB3165-060-Q1-K1-B3 

BLASTX 

g4325041 



31790 



BLAST score 


# 

478 


E value 


2.0e-48 


Match length 


102 


% identity 


" 94 


NCBI Description 


(AF117339) 



tabacura] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



223946 

LIB3165-060-Q1-K1-B8 

BLASTX 

gl684851 

318 

2.0e-29 

114 

60 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
223947 

LIB3165-060-Q1-K1-B9 

BLASTX 

g20729 

392 

4.0e-38 

108 
74 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
223948 

LIB3165-060-Q1-K1-C1 

BLASTX 

g!352821 

431 

9.0e-43 

83 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223949 

LIB3165-060-Q1-K1-C10 

BLASTX 

g267120 

198 

2.0e-15 

83 
55 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_2 0907_emb_CAA4 5098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

223950 

LIB3165-060-Q1-K1-C11 
BLASTX 



31791 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351271 
181 

9.0e-17 

97 . 
60 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi__806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



No. 

ID 



Seq 
Seq 
Method 
NCBI GI 



223951 

LIB3165-060-Q1-K1-C7 

BLASTX 

g!130682 



BLAST score 


642 


E value 


2.0e-67 


Match length 


127 


% identity 


100 


NCBI Description 


(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 






Seq. ID 


LIB3165-060-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4206194 


BLAST score 


462 


E value 


3.0e-46 


Match length 


131 


% identity 


66 


NCBI Description 


(AF071527) GH3-like protein [Arabidopsis thaliana] 




>gi_4262168_gb_AAD144 68_ (AC005275) putative GH3-like 




protein [Arabidopsis thaliana] 


Seer . No . 


223953 


Seq. ID 


LIB3165-060-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2943789 


BLAST score 


269 


E value 


1.0e-23 


Match length 


90 


% identity 


62 


NCBI Description 


(AB000875) RD22BP1 [Arabidopsis thaliana] 


Seq. No. 


223954 


Seq. ID 


LIB3165-060-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


438 


E value 


1.0e-43 


Match length 


113 


% identity 


80 


NCBI Description 


fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 




chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 




fructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


223955 


Seq. ID 


LIB3165-060-Q1-K1-D3 



31792 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g!532135 

495 

3.0e-50 

106 

86 

(U4 9442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

223956 

LIB3165-060-Q1-K1-D4 

BLASTX 

g4091806 

377 

2.0e-36 

96 

72 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
223957 

LIB3165-060-Q1-K1-D5 

BLASTX 

g4406530 

169 

4.0e-12 

56 
66 

(AF126870) rubisco activase [Vigna radiata] 
223958 

LIB3165-060-Q1-K1-D6 

BLASTX 

gl946368 

452 

3.0e-45 

104 

85 

(U93215) unknown protein [Arabidopsis thaliana] 
223959 

LIB3165-060-Q1-K1-D8 

BLASTX 

g3024126 

444 

3.0e-44 

87 
97 

S -ADENOS YLMETH IONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_l 65557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

223960 

LIB3165-060-Q1-K1-E11 

BLASTX 

g3822036 

221 



31793 



E value 


4.0e-18 


Match length 


115 


% identity 


45 


NCBI Description 


(AF072326) endo-1,3-1,4 


Seq. No. 


223961 


Seq. ID 


LIB3165-060-Q1-K1-E12 


Method 


BLASTX 




nA 90 A P A Q 


BLAST score 


515 


E value 


1.0e-52 


Match length 


120 


% identity 


81 


NCBI Description 


(U55875) protein kinase 


Seq. No. 


223962 


Seq. ID 


LIB3165-060-Q1-K1-E2 


Method 


BLASTX 


in ^ n> ± \j± 


y ji^ / o jo 


BLAST score 


220 


E value 


3.0e-18 


Match length 


88 


% identity 


49 


NCBI Description 


(AL023496) hypothetical 


Seq. No. 


223963 


Seq. ID 


LIB3165-060-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3023752 


RT,Z\ Q T 1 cnnrp 
DliriD 1 oLUI c 




E value 


3.0e-ll 


Match length 


54 


% identity 


65 


NCBI Description 


FERREDOXIN I PRECURSOR 




ferredoxin-I [Lycopersi 


Seq. No. 


223964 


Seq. ID 


LIB3165-060-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll70897 


BLAST score 


288 


E value 


4.0e-26 


Match length 


67 


% identity 


87 



(275520) 



NCBI Description 



MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi__107 627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223965 

LIB3165-060-Q1-K1-F10 

BLASTX 

gl352821 

482 

1.0e-48 

96 
95 



31794 



